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Alzheimer’s disease is a neurodegenerative disorder and the most common
causeofdementia. No treatment tohalt or slow theprogressive cognitivedecline
observed in Alzheimer’s disease patients is available. A better understanding
of the disease mechanism is urgently needed to further improve diagnosis and
develop novel treatment strategies. The amyloid precursor protein (APP) and
its processing are central to the pathology of Alzheimer’s disease. APP is a
transmembraneprotein that is cleaved into variouspeptide fragments, including
Aβ and the APP intracellular domain (AICD). Increased Aβ secretion and
aggregation is thought to trigger a cascade of toxic events that eventually results
in the development of Alzheimer’s disease. AICD, in turn, is transcriptionally
active and is involved in neurogenesis as well as apoptosis, however, its
regulation and functional role remain poorly understood.
The aim of this thesis is to gain molecular and mechanistic insights into the
regulation and function of AICD and shed light on a potential contribution of
AICD to the pathology of Alzheimer’s disease.
In the first results part of this thesis, chapter 3, I analyze nuclear localization
of the intracellular domains of APP and its homologues, APP-like protein 1
and 2 (APLP1 and APLP2). As APP, APLP1 and APLP2 undergo proteolytic
processing and release intracellular domains. I demonstrate that, similar to
AICD, the intracellular domain of APLP2 forms, together with the adaptor
protein Fe65 and the histone acetyltransferase Tip60, spherical nuclear com-
plexes (AFT-complexes), which are thought to be transcriptionally active. In
contrast, the intracellular domain of APLP1, despite binding to Fe65, does not
translocate to the nucleus. I further show that the intracellular domains of APP
and APLP1 are degraded by the proteasome and that the N-terminal amino
acids of the intracellular domains determine its degradation rates. Together,
these results suggest that different nuclear signaling capabilities of APP and
its homologues are due to different rates of full-length protein processing
and proteasomal degradation of intracellular domains. These results provide
evidence in support of a common nuclear signaling function for APP and
APLP2 that is absent in APLP1.
The results presented in chapter 3 uncover a novel aspect of AICD regulation,
the degradation by the ubiquitin-proteasome system. Therefore, I analyze in
chapter 4 the proteasomal degradation of different AICD species. AICD species
of different lengths are generated by processing of APP. Interestingly, various
mutations that result in the development of Alzheimer’s disease are known to
cause a shift from shorter AICD50 to longer AICD51. Here, I show that AICD
species undergo different proteasomal degradations. Extensive biochemical
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analyses reveal that the proteasomal degradation of AICD is independent
of ubiquitination. These results show that the identity of the N-terminal of
AICD is crucial for proteasomal degradation and argue for an N-end rule-like
degradation of AICD. Further, I provide evidence for a different proteasomal
degradation of AICD species by Alzheimer’s disease-causing mutations, which
may result in altered transcriptional regulation and may contribute to the
disease progression.
In chapter 5, I present a novel transgenic mouse line for studying regulation
and function of AICD in vivo. This mouse line expresses an APP transgene
fused to the Gal4 DNA binding domain (APPGal4 line). After crossing the
APPGal4 line to a UAS-reporter mouse line, the spatiotemporal pattern of
transcriptional activity of AICD in the mouse brain can be analyzed. Using
immunocytochemical analysis of primary neurons, I validate the functionality
of the APPGal4 mice. In this course, I also underline nuclear signaling and the
transcriptional activity of AICD experimentally.
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Zusammenfassung
Die Alzheimer-Krankheit ist eine degenerative Erkrankung des Gehirns und
die häufigste Ursache für die Entwicklung von Demenz. Gegenwärtig gibt es
keine Behandlungsmöglichkeiten welche die kognitive Verschlechterung der
Betroffenen eindämmen oder gar aufhalten. Um eine bessere Diagnose und
neue Behandlungswege zu entwickeln, ist es unerlässlich, ein besseres Ver-
ständnis des pathologischen Mechanismus der Krankheit zu bekommen. Eine
zentrale Rolle in der Pathologie der Alzheimer-Krankheit spielt das amyloid
precursor protein (APP). APP ist ein Intermembranprotein, das in mehrere
Peptidfragmente zerteilt wird. Diese beinhalten unter anderem Aβ und die
Intrazellulardomäne AICD (APP intracellular domain). Es wird angenom-
men, dass erhöhte Sekretion und Aggregation von Aβ eine Reihe toxischer
Effekte bedingt, die letztendlich zu der Entwicklung der Alzheimer-Krankheit
führen. AICD hingegen ist ein Regulator von Genexpression, und es wurde
aufgezeigt, dass AICD eine Rolle in der Neurogenese und Apoptose spielt.
Dennoch ist unser Wissen über die Regulierung und Funktion von AICD nur
bruchstückhaft.
Das Ziel dieser Doktorarbeit ist es, ein besseres Verständnis für die Regu-
lierung und Funktion von AICD zu gewinnen. Des Weiteren soll untersucht
werden ob AICD möglicherweise zur Pathologie der Alzheimer-Krankheit
beitragen könnte.
Im ersten Ergebnisteil dieser Doktorarbeit, dies ist Kapitel 3, untersuche
ich die Zellkernlokalisierung der Intrazellulardomänen von APP und der
APP homologen Proteine APLP1 (APP-like protein 1) und APLP2 (APP-like
protein 2). APLP1 und APLP2 werden ähnlich wie APP geschnitten und setzen
ebenfalls Intrazellulardomänen frei. Ich zeige, dass die Intrazellulardomäne
von APLP2 ebenso wie jene von APP, gemeinsammit demAdaptarprotein Fe65
und der Histonacetyltransferase Tip60, kugelförmige nukleare Komplexe bildet
(AFT-Komplexe), von welchen angenommen wird, dass sie transkriptionelle
Funktionen erfüllen. Im Gegensatz zu APP und APLP2 wird die Intrazellular-
domäne von APLP1 nicht in den Kern transportiert, obwohl auch APLP1 an
Fe65 bindet. Des Weiteren zeige ich, dass die Intrazellulardomänen von APP
und APLP1 von dem Proteasom abgebaut werden, und dass die N-terminalen
Aminosäuren der Intrazellulardomänen die Degradationsrate des jeweiligen
Peptids bestimmen. Zusammengenommen deuten diese Resultate darauf hin,
dass das unterschiedlichen Vermögen von APP und seinen homologen Protei-
nen, Kernsignale zu entsenden, durch unterschiedlicheRaten der Prozessierung
und der Degradation bedingt wird. Diese Resultate unterstützen die Idee einer
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gemeinsamen Kernsignalfunktion von APP und APLP2, die nicht in APLP1
vorhanden ist.
Die im Kapitel 3 zum ersten Mal beschriebene Regulierung von AICD durch
das Ubiquitin-Proteasom-System veranlassen mich dazu, diese Regulierung
weitergehend zu analysieren. Daher untersuche ich in Kapitel 4 die proteaso-
male Degradation unterschiedlicher AICD Spezies, die von APP abgespalten
werden und sich in ihrer Länge unterscheiden. Es ist wichtig anzumerken, dass
viele Mutationen die zur Entwicklung der Alzheimer-Krankheit führen auch
zu einer veränderten Produktion von AICD Spezies führen. Dies bedeutet, dass
vermehrt längeres AICD51 produziert wird, wohingegen die Produktion von
kürzerem AICD50 zurückgeht. Ich zeige hier, dass AICD Spezies unterschied-
lich von dem Proteasom degradiert werden. Weitergehende biochemischen
Analysen machen deutlich, dass die Degradation von AICD nicht abhängig
von dessen Ubiquitinierung ist. Diese Resultate zeigen, dass die N-terminalen
Aminosäuren entscheidend für die Degradation sind und deuten darauf hin,
dass ein N-end-rule-ähnlicher Mechanismus für die Degradation von AICD
verantwortlich ist. Des Weiteren präsentiere ich Anhaltspunkte für eine unter-
schiedliche Degradation von AICD durch Alzheimer-Krankheit auslösende
Mutationen. Diese Veränderungen können zu einer veränderten Genregulie-
rung führen und auf diese Weise möglicherweise zum Voranschreiten der
Alzheimer-Krankheit beitragen.
In Kapitel 5 präsentiere ich eine neue transgene Mauslinie, die es erlau-
ben soll, die Funktionen von AICD in vivo zu untersuchen. Die APPGal4
Mauslinie exprimiert APP, das an die DNA-Bindedomäne Gal4 gekoppelt ist.
Nach Verpaarung der APPGal4 Mauslinie mit einer UAS-Reporter Mauslinie
soll das raumzeitliche Muster der transkriptionellen Aktivität von AICD im
Mausgehirn untersucht werden können. Ich zeige hier die Funktionalität der
APPGal4 Mauslinie mit Hilfe von immunozytochemischen Analysen primärer
Neuronen auf. In diesem Zusammenhang bekräftige ich auch experimentell
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Alzheimer’s disease (AD) is a chronic and progressive degenerative disorder
of the brain. Symptoms of AD are typically impairments of cognitive functions
includingmemory and language deficits in the early stages of the disease. In the
course of the disease further symptoms are observed, such as executive dysfunc-
tion, behavioral disturbances, and psychiatric symptoms, including depression,
together strongly impeding activities of daily living of patients (Alzheimer’s
Association, 2015). As the disease progresses—diagnostic criteria differentiate
three consecutive stages: mild, moderate, and severe disease—activities of
daily living of AD patients become increasingly impaired, thus requiring also a
increasing amount of assistance. At severe stages, full dependence on assistance
is required.
1.1.1 Diagnosis and prevalence of Alzheimer’s disease
To identify the development of AD as early as possible, the International Work
Group (IWG), a working group of twenty-four clinician-researcher led by Bruno
Dubois, has suggested a set of criteria for the diagnosis of AD (Cummings
et al., 2013). In addition to the necessary core diagnostic criterion, which is an
early and significant episodic memory impairment, one or more supportive
features must be met to diagnose probable AD. These supportive features are:
(i) presence of medial temporal lobe atrophy, (ii) abnormal cerebrospinal fluid
biomarkers including but not restricted to Aβ and tau, (iii) a specific pattern in
functional neuroimaging with PET such as glucose metabolism and amyloid
imaging, and (iv) proven AD autosomal-dominant mutations. However, a
definitive diagnosis of the disease can still only be made post-mortem.
Besides the emotional burden for patients and relatives, AD equally is a
financial burden to caregivers and the healthcare system. As of 2012, worldwide
prevalence is estimated to be as high as twenty-four million people (Mayeux
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and Stern, 2012).1 More than 5% of people aged sixty-five years or older are
suffering from AD, and the prevalence rises with age, thus affecting nearly one
forth of the people aged ninety years or older (Bachman et al., 1992). The latest
World Alzheimer report on the global economic impact of AD estimated global
cost of AD and other dementias to be approximately US$ 600 billion annually
(Wimo and Prince, 2010). The increase in world population accompanied
by global population aging is expected to lead to a dramatic increase in AD
incidences and related costs in the future. Therefore, it is alarming that currently
no treatment for AD is available. Available medications are only symptomatic
but do not halt or at least slow disease progression (Broadstock et al., 2014).
Over the last decade, multiple compounds have failed in clinical studies because
of unacceptable safety profile or lack of beneficial effects (Karran et al., 2011;
Doody et al., 2013). A current clinical study of a new compound has shown to
be beneficial and thus raised hopes for a treatment within reach.2 Nevertheless,
it is clear that for both, better diagnosis and treatment, a clear understanding
of the disease mechanism is required.
1.1.2 Neuropathology of Alzheimer’s disease
Cerebral atrophy accompanied by dilation of the lateral ventricles is the charac-
teristic macroscopic abnormality observed in the brains of AD patients (Mott
and Hulette, 2005). Loss of brain volume due to neuronal loss predominantly
takes place in brain regions responsible for memory functions and thus re-
flects the clinical symptoms observed. Earliest degeneration is observed in
the entorhinal cortex, a region critical for the formation of new memories
(Tapiola et al., 2008). As the disease progresses, atrophy in other brain regions,
such as hippocampus and cortex, is observed (Perl, 2010). The two cardinal
histopathological feature of AD visible in microscopic inspection are extracellu-
lar neuritic plaques and neurofibrillary tangles (NFTs). Neuritic plaques—also
called senile or amyloid plaques—are protein deposits predominantly com-
posed of aggregated form of amyloid-β (Aβ). Aβ develops a β-pleated sheet
conformation in plaques, which is then typically extending to reach a size of
10–160µm. Amyloid plaques are found in most of the neocortex but, inter-
estingly, entorhinal cortex and hippocampus are relatively spared (Braak and
1 A report of the Alzheimer’s Association estimated that currently (i.e. 2015) approximately
5.3 million people live with AD in the USA (Alzheimer’s Association, 2015). More recent
estimates of global prevalence are not available.
2 Results of the clinical phase 1b study of BIIB37 were presented by Jeffrey Sevigny at the 12th
International Conference on Alzheimer’s and Parkinson’s Diseases and Related Neurological
Disorders (AD/PD) held in Nice, France (March 18–22, 2015).
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Braak, 1997). NFTs are predominantly composed of paired helical filaments of
hyperphosphorylated forms of the microtubule-associated protein tau. NFTs
are mainly observed in the entorhinal cortex, hippocampus, amygdala, and
neocortex (Perl, 2010).
1.1.3 Genetic disposition and risk factors for Alzheimer’s disease
Thegreatest risk factor for developingAD is aging. However, ourunderstanding
what aging (and healthy aging) means in a complex biological system and how
this influences the development of AD remains fragmentary—and moreover
no cure for aging was found (Fontana et al., 2014). Nevertheless, aging alone is
not sufficient to cause AD and different factors predispose for the development
of AD.
Approximately 300 autosomal-dominant mutations are known that cause
AD, which is thus also referred to as autosomal-dominant Alzheimer’s disease
(ADAD; Bateman et al., 2011). All described mutations are restricted to the
coding regions of three genes, which encode the amyloid precursor protein
(APP), presenilin 1 (PSEN1), and presenilin 2 (PSEN2), commonly referred to as
familialAlzheimer’s disease (FAD)mutations.3 APP, as indicatedby thename, is
the precursor protein of Aβ, whereas later is derived from former by proteolytic
processing. PSEN1 and PSEN2 are aspartic proteases and are the catalytic core
of proteolytic-active γ-secretase complexes—shortly referred to as γ-secretase.
γ-secretase is a major secretase for regulated intramembrane proteolysis (RIP)
and, importantly, responsible for the final cleavage of APP, resulting in the
release of Aβ. FADmutations are characterized by a predominantly early onset
of AD symptoms, generally between the age of thirty and fifty years.4 However,
it should be noted that autosomal-dominant mutations are described that have
a mean late onset, and the mean age-of-onset of a mutation even within a
given family can vary considerably (Ryman et al., 2014). Autosomal-dominant
mutations causing AD are rare, and it is estimated that ADAD accounts for
less than 1% of all AD cases (Bateman et al., 2011).
The vast majority of AD (i.e., > 99%) is not caused by autosomal-dominant
mutations. Both genetic and environmental risk-factors have been identified
3 The term FAD mutations will be used for autosomal-dominant mutations in APP and the
presenilins. However, it should be noted, as pointed out by Bateman et al. (2011), that FAD
may also be caused by other means than autosomal-dominant mutations as for example the
4 allele of ApoE.
4 Early onset of AD is generally defined as appearance of symptoms before the age of sixty-five.
Correspondingly, appearance of disease symptoms in people of age sixty-five and older is




that are causative for these cases of AD. The 4 allele of the apolipoprotein
E (ApoE) gene is the strongest identified genetic risk factor and also the most
repeatedly confirmed one. Heterozygous and homozygous carriers of the 4
allele have a three- and twelve-fold, respectively, increased risk to develop
AD compared to 3 allele carriers. However, mechanistically, the role of the
ApoE protein remains enigmatic. Besides the 4 allele of ApoE, large cohort
genome-wide association studies (GWAS) have identified over three dozen
potential susceptibility loci for AD (Bertram, 2011). However, the risk conferred
by these susceptibility loci is small, and consistent replication of these results
is missing (Bertram and Tanzi, 2009).5 In contrast to mutations in APP and the
presenilins, genetic risk factors, including the ApoE 4 variant, only increase
the risk to develop the disease but are not sufficient to cause it. Other causes
that have been reported to increase the risk for AD include environmental
factors (e.g., exposure to toxins such as DDT), vascular risk factors, diabetes,
and cholesterol levels (Alzheimer’s Association, 2014). Similar to the identified
genetic risk factors, the list of environmental risk factors is long (and growing)
but the conferred susceptibility not high.
Together, our current knowledge suggests that non-ADAD is caused by a
combination of multiple genetical and environmental factors that individually
have only a small risk but mutually act towards AD. Thus, it is evident that
general pathological mechanisms must be identified to allow the development
of efficient treatments. Although genetically and etiologically AD appears to
be a dichotomous disease—autosomal-dominant mutations on one hand; a
multitude of risk factors with low susceptibility on the other—phenotypically
and clinically the disease is highly similar, and mostly, except for the age-of-
onset, indistinguishable (Selkoe, 2001). Therefore, ADAD is, despite its low
incidence, a critically important area of study.
1.1.4 The amyloid cascade hypothesis
The observations that Aβ is the main component of amyloid plaques found
in the brains of people suffering from AD, and that mutations in APP and its
processing enzymes result in autosomal-dominant form of AD have led to
the formulation of the amyloid cascade hypothesis (Hardy and Higgins, 1992;
Selkoe, 2001; Hardy and Selkoe, 2002). The amyloid cascade hypothesis states
that a series of events, starting with Aβ, eventually results in the neuronal
degeneration and cognitive decline observed in patients suffering from AD.
Increased levels or altered composition of Aβ oligomers act as trigger for
5 For a regularly updated collection of identified risk factors for AD visit the AlzRisk AD
Epidemiology Database under http://www.alzrisk.org.
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the cascade by exerting its toxicity on synapses. The raised and sustained
inflammatory response, by means of activation of microglia and astrocytes,
leads to a further progressive synaptic and neuritic injury. In the following,
altered neuronal ionic homeostasis sets ground for oxidative injury, which in
turn leads to altered kinase activation. Extensive phosphorylation by kinases
permits unusual fibrilization of tau and formation of NFTs. These events finally
cause a widespread neuritic dysfunction and neuronal cell death, which is
clinically reflected by the cognitive impairments observed in AD.
APP processing and thus formation of Aβ takes place also under normal
conditions (i.e., in healthy people) without observations of cognitive impair-
ments. Therefore, the amyloid cascade hypothesis further states that a relative
increase of longer Aβ42 (i.e., Aβ42-to-Aβ40 ratio), which is more toxic and
prone to aggregation than Aβ40, is believed to trigger the cascade. This is
also in line with the observation that FAD mutations result in an increased
Aβ42-to-Aβ40 ratio. Similarly, AD that is not caused by autosomal-dominant
mutations is believed to be also triggered by a relative increase in Aβ42. In
this respect, it became evident that also other mechanisms than disturbance of
APP processing can results in increased Aβ42-to-Aβ40 ratio, as for example
alteration in Aβmetabolism (e.g., decreased degradation of Aβ42). A plethora
of studies has supported individual parts of the hypothesis, yet it remains still
debated. In particular the role of one of the two cardinal histopathological
features of AD and initial premises of the hypothesis, the Aβ plaques, remains
elusive.
1.2 The amyloid precursor protein APP
1.2.1 Structure and general features of APP
The amyloid precursor protein (APP), as already lined out, is a central protein in
AD, which is also carrying out diverse physiological functions. APP is a type I
transmembrane glycoprotein, with a long ectodomain and a short cytoplasmatic
domain. The complete structure of APP has yet to be identified, but various
distinct folded subdomains in the ectodomain were identified (Müller and
Wild, 2013). The N-terminal E1 domain contains a growth-factor-like domain
(GFLD), copper-binding domain (CuBD), and Kunitz type protease inhibitor
domain (KPI). The more C-terminal, but still extracellular, E2 domain consists
of a coiled-coil dimerization motif. Both E1 and E2 domains were shown to
play a role in dimerization of APP and might thus influence its processing
(Müller and Wild, 2013). APP spans the membrane with a single α-helical
5
1 Introduction
transmembrane domain (TMD), and unlike the ectodomain, the cytoplasmic
C-terminus does not fold in a particular structure. In humans APP is encoded
by a single gene on chromosome 21q21 (Kang et al., 1987). The eighteen exons
of APP are alternatively spliced into three major isoforms—APP695, APP751,
and APP770.6 APP is ubiquitously expressed with high expression levels in
the brain (Slunt et al., 1994). APP695, which is lacking the KPI domain, is the
predominant isoform expressed in neurons. Upon expression APP matures
through the constitutive secretory pathway to reach the cell surface (Haass
et al., 2012). From the cell surface, APP can be internalized by endocytosis and
transported via the endosomal system back to the cell surface or the trans-Golgi
network. Degradation of APP can take place via the lysosomal pathway. This
complex and manifold trafficking of APP is also closely interconnected with
the processing of APP.
1.2.2 Processing of APP
APP is processed by a series of proteolytic cleavage reactions (see figure 1.1
for a schematic presentation of APP processing; Selkoe, 2001). In the non-
amyloidogenic pathway, APP is cleaved by α-secretase at the cell surface in the
luminal juxtamembrane region, releasing its N-terminal fragment sAPPα into
the extracellular space. The remaining membrane-bound C-terminal fragment
(CTF) C83, subsequently undergoes RIP by the γ-secretase (Lichtenthaler
et al., 2011). This cleavage releases the APP intracellular domain (AICD)
into the cytosol and the p3 peptide. Initial cleavage in the amyloidogenic
pathway is conducted by the β-secretase BACE1. However, unlike α-secretase
cleavage, APP cleavage by BACE1 does not take place at the cell surface, but
requires endocytosis of APP. Furthermore, cleavage by BACE1 takes place more
distant to the membrane than α-secretase cleavage, thus releasing the slightly
shorter sAPPβ. The correspondingly longer CTF C99 then also undergoes
RIP by γ-secretase, releasing AICD into the cytosol and the Aβ peptide. It is
important to note that, because of different localization of non-amyloidogenic
and amyloidogenic processing, cleavage products of the two pathways also
differ in their subcellular localization. This applies in particular to AICD, which
is identical in the two pathways in terms of its primary sequence, but was
shown to exert different functions, likely because of its different localization.
Aβ in turn is released into the lumen of endosomes and can subsequently get
secreted from the cell. Furthermore, Aβ can form multiple aggregated forms,
ranging from dimers to large fibrils, which are part of the amyloid plaques.
6 The sequence of APP695 isoformwill be used as reference for amino acid position throughout
this thesis.
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Interestingly, γ-secretase cleavage of CTFs displays a certain impreciseness,
resulting in the release of Aβ and AICD species of different lengths. For the
different Aβ species it was shown that they posses different toxic potential (e.g.,
Aβ42 is more toxic than Aβ40). In contrast the role of different AICD species
remain enigmatic. It also should be noted that even the general processing
of APP is not completely understood. In this respect, cleavage by a hitherto
unknown enzyme, the η-secretase, was reported recently, which appears to
be involved in a novel, different route of APP processing.7 As yet, it is not
clear how η-secretase processing of APP could influence levels of other APP
fragments or contribute to ADpathology. However, discovery of the η-secretase
clearly emphasizes the complexity of the regulation of APP processing and the
need for further research.
1.2.3 Functions of APP and its cleavage products
In addition to the toxic function of Aβ, multiple and diverse physiological
functions have been discovered for other APP cleavage products and APP itself
(for a comprehensive review of identified APP functions see Zheng and Koo,
2011). In analogy to other type 1 transmembrane proteins such as Notch-1,
APP has been proposed to act as a cell surface receptor. Multiple candidate
ligands for APP have been identified (e.g., Aβ and F-spondin), and downstream
signaling effects of these binding events have been observed, including altered
APP processing and binding of downstream molecules to its cytoplasmatic
domain. APP can form homo- and hetero-dimers in cis as well as in trans.
Particularly, the observed trans-cellular interactions have suggested that APP
can act as an adhesionmolecule and recent work has shown that this interaction
induces presynaptic specialization (Stahl et al., 2014). Multiple studies have
shown a role of sAPPα in synaptotrophic and neuroprotective activities (e.g.,
Mattson et al., 1993). sAPPβ in contrast does not display these functions and
could even act toxic (Nikolaev et al., 2009). Analysis of APP knockout mice also
underlined the diverse functions of APP and its cleavage products. Loss of APP
resulted in various phenotypes in the central and peripheral nervous system.
Most notably, APP knockout mice show behavioral deficits and defects in
long-term potentiation (LTP; Zheng et al., 1995; Seabrook et al., 1999). Altered
spine density was observed in independent studies, although with different
outcomes possibly due to different brain regions that were looked at (Bittner
7 η-secretase processing of APP was presented by Michael Willem at the 12th International
Conference on Alzheimer’s and Parkinson’s Diseases and Related Neurological Disorders




et al., 2009; Tyan et al., 2012). Further, APP knockout mice show reduced grip
strength, which is likely due to an altered neuromuscular junction that was
repeatedly reported. For a comprehensive review of APP knockout mice and
their phenotypes see Müller and Zheng (2012).
1.3 The APP intracellular domain AICD
1.3.1 Structure and molecular architecture of AICD
Cleavage of APP by γ-secretase releases its C-terminal domain, also referred
to as APP intracellular domain or AICD.8 AICD is, neither before nor after
release by γ-secretase, adopting a stable configuration or structure. However,
the forty-eight to fifty amino acid long peptide possesses three well-preserved
motifs, which reflect its diverse functions (Müller and Wild, 2013). The most
N-terminal motif is the YxxΦ9 basolateral sorting motif (653YTSI sequence),
which was shown to regulate APP trafficking (Kozik et al., 2010). The second
motif is the PTE motif within the 667VTPEER sequence. Threonine 668
has been established as the major phosphorylation site of APP and affects
processing of APP. Mechanistically, it has been suggested that the prolyl
isomerase Pin1 is catalyzing the cis-trans isomerization of the threonine-proline
peptide bond. Additionally, binding of 14-3-3γ seems to stabilize binding of
other proteins to AICD. The 682YENPTY sequence with a NPxY motif, which
is a described internalization signal for membrane proteins is the best studied
motif of AICD. The YENPTY domain of AICD is a central protein binding site,
which allows binding of adaptor proteins via their phosphotyrosine-binding
(PTB) domain. Multiple interactions with PTB-containing proteins have been
described, including the Fe65, Mint, Dab, and Jip protein families (Muller
et al., 2008). The interaction with the adaptor protein Fe65 has attained special
attention because it might execute multiple functions. Fe65 is a multi-domain
adaptor protein that is predominantly expressed in the brain, and Fe65 and
its family members are essential for brain development (Guenette et al., 2006).
Binding of Fe65 to AICD is thought to results in structural changes in both Fe65
and APP, and might thus result in the observed alterations in APP localization
and processing and exert transcriptional function. Among the binding partners
8 Although C-terminal domain and AICD denote the same part of APP, commonly the term
C-terminal domain is exclusively used for the sequence as long as it is part of APP or CTFs
(i.e., before γ-secretase cleavage) while AICD commonly denotes the cytoplasmatic protein
released after γ-secretase cleavage or the sequence itself.
9 x denotes any residue and Φ denotes large hydrophobic residue according to Aasland et al.
(2002).
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Figure 1.1 Schematic presentation of APP processing, AFT-complex formation, and tran-
scriptional function of AICD. The type 1 transmembrane protein APP is either cleaved by
α-secretase and γ-secretase (non-amyloidogenic pathway) or BACE1 and γ-secretase (amy-
loidogenic pathway). In the non-amyloidogenic pathway that takes place at the membrane,
sAPPα is released and the membrane bound C83 is further cleaved to release p3 and AICD. In
the amyloidogenic pathway that takes place in endosomes, sAPPβ is released and the mem-
brane bound C99 is further cleaved to release Aβ and AICD. AICD can undergo degradation by
the insulin-degrading enzyme (IDE) or form trimeric nuclear complexes with a adaptor protein
(e.g., Fe65, X11α or Jib1) and the histone-acetyltransferase Tip60. These AFT-complexes are
thought to be transcriptionally active and regulate gene expression.
of AICD, binding to Fe65 is also special because the binding surface stretches
along more than the half of the AICD sequence (Radzimanowski et al., 2008).
1.3.2 Functions of AICD
AICD, before and after release by γ-secretase, has been implicated in multiple
functions. Binding of Pat1a to AICD for example regulates localization of APP,
which in turn was suggested to lead to increased amyloidogenic processing
of APP (Kuan et al., 2006). Cao and Sudhof (2001) were the first to show that
AICD forms a multimeric complex with Fe65 and the Tat-interacting protein 60
kDa (Tip60) and, importantly, that these complexes are transcriptionally active
in luciferase-based UAS/Gal4 assays. Tip60 is a histone-acetyltransferase,
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which has been shown to be involved in a variety of signaling pathways
including transcriptional regulation, DNA damage repair, and chromatin
remodeling (Sapountzi et al., 2006; Sun et al., 2010). Tip60 is predominantly
localized in the nucleus, and interaction with AICD-bound Fe65 is believed
to take place via the second PTB domain of Fe65. Multiple studies have
confirmed the formation of multimeric protein complexes containing AICD,
Fe65, and Tip60 (AFT-complexes; von Rotz et al., 2004) and have shown that
AFT-complexes co-localizewithmarkers of active transcription (Konietzko et al.,
2010). See also figure 1.1 for a schematic presentation ofAFT-complex formation
and transcriptional function of AICD. The initial observation that AICD is
transcriptionally active has triggered the identification of AICD-regulated
target genes. To-date approximately thirty genes regulated by AICD have been
identified (for a comprehensive list of AICD-regulated genes see Grimm et al.,
2013). Some of the identified genes are involved in metabolism of APP and
its proteolytic products, such as the β-secretase BACE1, the metalloprotease
neprilysin (MME), which is degrading Aβ, or APP itself (Pardossi-Piquard
et al., 2005; von Rotz et al., 2004). Regulation of these genes is suggesting that
the transcriptional function of AICD is controlling the function of APP and its
proteolytic products by various feedback and feedforward mechanisms that
could also contribute to the progression of AD. Identification of other genes
regulated by AICD, such as the tumor suppressor p53 (TP53), the glycogen
synthase kinase-3β (GSK3β; GSK3B), and the epidermal growth factor receptor
receptor (EGFR) suggest that AICD has also a function in other signaling
pathways as for example apoptosis and cell cycle regulation (Kim et al., 2003;
Alves da Costa et al., 2006; Zhang et al., 2007). Nakayama et al. (2008) for
example corroborated a role of AICD in apoptosis by showing that AICD
expression resulted in increased DNA fragmentation and neuron-specific cell
death. Ma et al. (2008) describe also a role of AICD in neurogenesis, but it
remains unknown whether this is mediated by the transcriptional function
of AICD or by a different mechanism (e.g., inducing structural changes in
Fe65). It should be noted that problems have been reported to confirm the
regulation of individual genes by AICD, which could partially be explained
by usage of different biological systems but might also suggest that AICD
transcriptional activity is itself subject to, yet unknown, regulatory mechanism
(Hebert et al., 2006; Chen and Selkoe, 2007). Although, it is clear that not
all phenotypes reported for APP knockout mice (described above) can be
attributed to AICD (because APP knockout mice lack also all other APP-
derived proteolytic fragments), an important function of AICD in multiple
signaling mechanisms is evident.
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1.3.3 Regulation of AICD levels and functions
AICD levels are, as expected for a transcriptional regulator, very low. Half-
life was suggested to range from less than 5min (Cupers et al., 2001) to
35min (Ring et al., 2007). The fast turnover and its relatively small size
have led to technical difficulties in detecting AICD, resulting in mostly usage
of AICD overexpression or analysis by usage of in vitro assays. Formally,
AICD is generated by proteolytic processing by the non-amyloidogenic and
amyloidogenic pathway. Since APP processing takes mainly place via the non-
amyloidogenic pathway, it is expected that also most AICD is generated from
this pathway. However, ample evidence suggests that only AICD generated in
the amyloidogenic pathway (β-γ-cleavage) is transcriptional active. Goodger
et al. (2009) show that inhibition of β-secretase, but not inhibition of α-secretase,
in HEK cells strongly decreases number of AFT-complex-positive cells. Further,
they show that BACE KO mouse embryonic fibroblasts (MEFs), in contrast to
WT MEFs, fail to produce AFT-complexes. Hoey et al. (2009) similarly show,
using a UAS/Gal4-based luciferase assay, that only inhibition of β-secretase
activity significantly reduced AICD transcriptional activity. Belyaev et al. (2010)
add further functional evidence by showing that regulation of the AICD target-
gene NEP is dependent on β-secretase activity and independent of α-secretase
activity. Deletion of BACE1 in APP-overexpressing mice resulted in decreased
synaptic plasticity as well as performance in learning and memory tasks and
AICD was the only APP-derived fragment that correlated with the changes
(Ma et al., 2007). So far no study has identified differences in AICD generated
from the amyloidogenic and non-amyloidogenic pathways, and we have to
assume that the primary AICD sequence generated from the two pathways
is the same. Therefore, it is assumed that the functional differences of AICD
generated from the two pathways are a result of different sites of generation. In
this respect experimental evidence has suggested that retrograde transported
of APP in signaling endosomes in the amyloidogenic pathways results in
generation of AICD in closer vicinity to the nucleus (Goodger et al., 2009). A
second, though not necessarily independent, possibility is that AICD generated
from the amyloidogenic pathway is stabilized differently. Indeed, data was
presented that AICD is stabilized by Fe65 and that Fe65 shifts APP processing
towards the amyloidogenic pathway, but equally, several reports claiming the
opposite have been published (Kimberly et al., 2001; Kinoshita et al., 2002;
Wiley et al., 2005; Huysseune et al., 2007). Finally, several other PTB-containing
proteins could selectively modulate AICD-mediated gene transactivation in
the APP processing pathways.
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In contrast to productionofAICD, only fewstudies have looked at degradation
of AICD. AICD generated in vitro is degraded, as Aβ, by the insulin degrading
enzyme (IDE), but it remains to be determined whether this degradation takes
also place under physiological conditions (Edbauer et al., 2002; Farris et al.,
2003; Buoso et al., 2012). Conflicting reports have also been published whether
the ubiquitin-proteasome system (UPS) plays a role in AICD degradation
(Cupers et al., 2001; Nunan et al., 2003). However, since both reports have used
AICD peptides of atypical length, our understanding of the role of the UPS
in AICD degradation remains vague. Vingtdeux et al. (2007) also show that
AICD is degraded via the endosomal-lysosomal pathway. Clear evidence exists
for cleavage of AICD by caspases yielding a fragment called C31 (Lu et al.,
2000). However, whether caspase cleavage of AICD takes place before or after
γ-secretase cleavage and, thus, whether it directly contributes to degradation
of transcriptionally active AICD remains to be determined.
1.4 Scope of this thesis
Processing of APP is a central event in the pathology of AD. Understanding
the function of APP and its cleavage products promises to be instrumental
to decipher AD pathology and is essential for efficient and save therapeutics.
In particular, regulation, physiological function, and a possible pathological
contribution of the C-terminal fragment of APP, AICD, remains unclear. There-
fore, the general aim of this thesis is to improve our understanding of AICD
regulation and function.
In the first results part of this thesis, I present differences in the nuclear
signaling capability of the intracellular domains (ICDs) from different APP
family members. Based on these observations, I hypothesize that differences
in the nuclear signaling capability are due to sequence determinants in the
respective ICDs. The specific aim of the experiments presented in the first
results part is, therefore, to unveil possible sequence determinants of nuclear
signaling of AICD. Knowledge of these sequence determinants will allow to
investigate separately APP- and AICD-mediated functions.
The results presented in the first results part of this thesis uncover the
regulation of AICD by the ubiquitin-proteasome system and point towards
an important role of the N-terminus of AICD is this process. Therefore,
I hypothesize that proteasomal degradation of different AICD species is
dependent on the identity of their N-terminal residue. The specific aims of the
experiments in the second results part are (i) to uncover different proteasomal
degradation of AICD species, (ii) to understand the mechanism of proteasomal
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degradation of AICD, and (iii) to evaluate a possible contribution of AICD
species to AD pathology.
The transcriptional function of AICD and its regulation was predominantly
shown in vitro. I hypothesize that AICD also posses transcriptional function in
vivo. The experiments in the third results part aim to explore the regulation




2 Material and Methods
In this chapter we give detailed descriptions of the materials and experimental
procedures used in this thesis. Standard buffers and reagents are listed in
table 2.1.
2.1 Molecular methods and reagents
General. Restriction enzymes, antarctic phosphatase, T4 DNA ligase, and
Quick Ligation kit were purchased from NEB and used according to the
manufacturer’s protocol. Oligonucleotides were ordered from Microsynth.
DNA was separated in 1% agarose gels (diluted in TAE and supplemented
with 0.1% ethidium bromide) at 100V. One Shot Top10 competent bacteria
Table 2.1 Buffer and reagent composition.
Name Composition
LB media 10 g/l tryptone, 5 g/l yeast extract, 10 g/l NaCl, pH 7.0
LB agar LB media, 15 g/l agar
Lysis buffers
RIPA 50mM Tris-HCl pH 7.6, 150mM NaCl, 1% NP40, 0.1% SDS,
0.5% sodium deoxycholate, 2mM EDTA, protease inhibitors (Roche)
Modiﬁed RIPA 10mM Tris Hl pH 7.6, 50mM NaCl, 0.25% NP40, 1% Triton X-100,
2mM EDTA, protease inhibitors
Pull-down 150mM KCl, 20mM HEPES pH 7.2, 10mM NaCl, 5% glycerol,
1% Triton X-100, 2mM DTT, 5mM phenanthroline, protease inhibitor
Tail 50mM Tris-HCl pH 8.0, 20mM NaCl, 1% SDS, 1mM EDTA,
20mg/ml proteinkinase K (Sigma-Aldrich)
PBS 140mM NaCl, 2.7mM KCl, 10mM Na2HPO4, 1.8mM KH2PO4, pH 7.4Running buffer 1M Tris-HCl, 1M tricine, 1% SDS
TAE 40mM Tris-acetate, 1mM EDTA, pH 8.0
TBS 50mM Tris-HCl, 150mM NaCl, pH 7.6
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Table 2.2 Standard PCR cycler program.
Temperature Duration Cycles
95 ◦C 2min 1
95 ◦C 30 s  3057 ◦C 30 s72 ◦C 1min/1.000bp72 ◦C 10min 1
(Invitrogen) were used for plasmid transformation by 30 s heat shock at 42 ◦C.
Bacteria were plated on LB agar plates with 100µg/ml ampicillin or 50µg/ml
kanamycin antibiotics depending on the plasmid backbone. Individual colonies
were picked and grown overnight in LB medium with the respective antibiotic.
Mini- and maxi-preparation kits as well as DNA purification and DNA agarose
extraction kits were purchased from Sigma-Aldrich and used according to
the manufacturer’s protocol. For DNA sequencing services from GATC or
Microsynth were used.
PCR-based cloning methods. For PCR-based cloning primer with desired
restriction sites were designed to have a melting temperature of approxi-
mately 59 ◦C of the binding part.1 PCR reaction mixtures were set up in
thin-walled PCR-tubes as following: 10 ng plasmid, 1µl of 10mM dNTP mix,
1µl 10 nmol/ml forward primer, 1µl 10 nmol/ml reverse primer, 5µl of 10X
Pfu polymerase buffer, 1µl of 2.5U PfuTurbo polymerase (Stratagene), filled
with H20 to reach a total volume of 50µl. Thermocycling of PCR reactions
was done according to table 2.2. PCR-driven overlap extension was used to
construct scarless protein-fusion constructs and the instructions in Heckman
and Pease (2007) were followed.
Site-directed mutagenesis. To mutate base-pairs in plasmids site-directed
mutagenesis (SDM) was used. SDM primer containing the desired mutations
were designed that both flanking regions of the mutations have a melting
temperature of approximately 59 ◦C. Reaction mixture as for regular PCR was
set up and applied to thermocycling according to table 2.3. After thermocycling
1µl Dpn1 restriction enzymewas added, mixed gently, and incubated in a 37 ◦C
1 For calculation of oligonucleotide annealing temperatures the Oligo Calc online tool of
the Northwestern University was used, which can be found under http://www.basic.
northwestern.edu/biotools/oligocalc.html.
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Table 2.3 Site-directed mutagenesis cycler program.
Temperature Duration Cycles
95 ◦C 30 s 1
95 ◦C 30 s  2255 ◦C 1min68 ◦C 1min/1.000bp68 ◦C 7min 1
water bath for one hour. 5µl of reaction mix were used for transformation of
bacteria.
General remarks about used expression constructs. The pUKBK plasmid line,
based on an in-house constructed plasmid backbone previously described
in Kohli et al. (2012), was used for protein expression, unless plasmids from
external sources were obtained—for a graphical representation of the pUKBK
plasmid line see figure A.1 in the appendix. The coding sequence of pUKBK
plasmids is flanked by SfiI and PmeI cleavage sites. A AscI cleavage site is
present in the forty-eight base pair (bp) linker, which allows the C-terminal
attachment of different tags or fluorescence proteins. The promoter region
is preceded by a SspI cleavage site. The modular character of the pUKBK
plasmid line allows simple exchange of regulatory elements and genes by
restriction-based and PCR-based cloning. The following abbreviations are
used for the individual elements in the plasmid nomenclature. Promoters:
C (CMV promoter), G (GAPDH promoter), P (human PGK promoter). Tags:
HA (triple HA-tag), myc (triple myc-tag), SBP (streptavidin-binding protein).
Fluorescence proteins: Cer (cerulean), Cit (citrine).
Plasmids expressing APP, APLPs, and derivatives thereof. Plasmids expressing
C-terminally citrine- and HA-tagged APP (pUKBK-C-APP-Cit, pUKBK-C-APP-
HA) have been described previously (von Rotz et al., 2004). pUKBK-G-myc-
APP-HA was constructed by inserting a myc-tag coding oligonucleotide after
the APP signal peptide (SP) by restriction based cloning. Cerulean- and
SBP-tagged plasmids (APP-Cer, APP-SBP) were obtained by restriction-based
exchange of citrine. To find sequence determinants of nuclear signaling of
APP, APP residues were exchanged to corresponding APLP1 residues (APP-
to-APLP1 mutations) by SDM or PCR-driven overlap extension. Citrine- and
HA-tagged chimeric APP/APLP1 constructs, APP-AL1ICD and APLP1-AICD
were derived fromAPP andAPLP1 constructs by PCR-driven overlap extension.
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Lysine-to-arginine exchange and introduction of FAD mutations in APP was
achieved by SDM. Plasmids containing APLP1 (purchased from RZPD) and
APLP2 (obtained from Stefan Kins, TU Kaiserslautern) were used to amplify
open reading frames and ICDs and cloned into the pUKBK expression vector
system (pUKBK-C-APLP1-Cit, pUKBK-C-APLP2). N-terminally myc-tagged
APLP1 and APLP2 constructs were obtained by replacing APP in pUKBK-G-
myc-APP-HA with APLP1 and APLP2 by restriction-based cloning. Cerulean-
and HA-tagged plasmids (APLP1-Cer, APLP2-Cer, APLP1-HA, APLP2-HA)
were obtained by restriction-based exchange of citrine. For the constructs
Cit-AICD, Cit-AL1ICD, Cit-AL2ICD, and Cer-AL2ICD fluorescence proteins
were fused to the N-terminus of the respective ICD sequence by PCR-based
cloning. AICD-Cit was cloned by PCR-driven overlap extension.
Fe65 and Tip60 plasmids. HA-Fe65 and CFP-Tip60 expressing constructs have
been described previously (von Rotz et al., 2004). To generate myc-Tip60, CFP
was exchanged with a myc-tag by restriction-based cloning.
Ubiquitin-expressing and ubiquitin-fusion plasmids. The ubiquitin-fusion (Ub-
fusion) construct Ub-R-GFP was purchased from Addgene (ID11939; Dantuma
et al., 2000). Ha-taggedUb-fusion constructs ofAICD50 andAICD51 (pUKBK-C-
Ub-AICD50-HA, pUKBK-C-Ub-AICD51-HA) were constructed by PCR-driven
overlap extension. These constructs were used to create EGFP-Ub-fusion
constructs (pUKBK-C-EGFP-Ub-AICD50-HA, pUKBK-C-EGFP-Ub-AICD51-
HA), in turn used for construction of lentivirus plasmids. A plasmid encoding
N-terminally HA-tagged ubiquitin (p-HA-Ub) was obtained from Michael
Potente (Goethe University; Guarani et al., 2011).
β-galactosidase assay related constructs. A plasmid expressing APP contain-
ing the Gal4-DBD (DNA binding domain) within its C-terminal domain
(p-APPGal4) was obtained from Thomas Südhof (Stanford University) and was
described in Cao and Sudhof (2001). A plasmid containing four upstream acti-
vating sequence (UAS) elements upstream of lacZwas used for β-galactosidase
assays. A plasmids containing lacZ under the control of the CMV-promoter
(p-C-lacZ) was obtained from Deniz Gökbuget and Uli Suter (ETH Zurich).
By fusing UAS repeats to the N-terminus of a citrine-containing plasmid, the
p-UAS-Cit was obtained. Plasmids expressing only Gal4-DBD, Gal4-DBD fused
to Gal4-AcD (activation domain), and Gal4-DBD fused to VP16 were obtained
fromWalter Schaffner (University Zurich).
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Lentivirus plasmids. pSicoR-C-MCS, described in Huber et al. (2013), and
pCCL-P-EGFP, described in Cusimano et al. (2012), lentivirus plasmids were
obtained from Uli Suter (ETH Zurich). EGFP-Ub-fusion constructs of AICD
species (pSicoR-C-EGFP-Ub-AICD50-HA and pSicoR-C-EGFP-Ub-AICD51-
HA) were obtained by PCR-based cloning into the MCS of pSicoR-C-MCS. By
replacing EGFP in pCCL-P-EGFP with a Ub-fusion construct of AICD51 using
PCR-based cloning, pCCL-P-Ub-AICD51-HA was obtained.
2.2 Cell culture methods and reagents
Cells. Human embryonic kidney (HEK-293, HEK), HEK293-T, and mouse neu-
roblastoma N2a (N2a) cells were purchased from DSMZ (Deutsche Sammlung
von Mikroorganismen und Zellkulturen). UBR1−/− UBR2−/− (abbreviated to
UBR1/2 dKO) mouse embryonic fibroblasts (MEFs) were received from Yong
Tae Kwon (University of Pittsburgh) and have been described in Tasaki et al.
(2005). Wildtype MEFs were received from Bart De Strooper (University of
Leuven). Cells were cultured at 37 ◦C and 5% CO2 in DMEM (Dulbecco’s mod-
ified eagle medium; Invitrogen) supplemented with 10% FCS (Gibco) and 1%
penicillin/streptomycin (Invitrogen). For maintenance of cells, confluent cells
were washed with PBS (Gibco) detached and dissociated with trypsin/EDTA
(Gibco) and plated at a dilution of 1:10. For experiments antibiotic-free media
were used. Plastic dishes were coated with poly-D-lysine (Sigma-Aldrich)
for experiments with HEK cells. Glass specimen slides were coated with
poly-ornithine and fibronectin (both Sigma-Aldrich).
Generation of stable cell lines. The HEK(UAS-Cit) stable cell line was created
by antibiotic resistance–mediated selection. The UAS-Cit plasmid, carrying a
hygromcin-resistance gene, was transfected into HEK cells (see below for trans-
fection method used). One day after transfection, hygromycin B (300µg/ml;
Sigma-Aldrich) was supplemented to media and media changed every second
day. After approximately twenty days, selection pressure was removed and the
mixed culture tested for harboring the construct by immunhistochemistry (see
results). HEK cells stably expressing HA-tagged EGFP-Ub-fusion constructs
of AICD50 and AICD51 (HEK(Ub-AICD50-HA) and HEK(Ub-AICD51-HA))
were generated by lentivirus-mediated genome-integration (see below for
virus production). HEK cells were infected by adding virus-containing media
(low-titer virus). Efficiency of integration was similar in both cell lines as
evaluated by EGFP fluorescence intensity. Cell media was replaced six hours
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after infection and cells passaged at least four times before considered to have
stably integrated the virus.
Preparation of primary neurons. Primary neuronal cultures were prepared
from one-day-old mice as described in Goodger et al. (2009). Briefly, newborn
mice were sacrificed and brains removed. Cortices and hippocampi were
dissected and cells dissolved mechanically and by enzymatic digestion with
papain (Worthington). Cells were counted and plated at a concentration of
54 × 103 cells/cm2 in laminin- (Invitrogen) andpoly-D-lysine-coated cell culture
dishes with DMEM supplemented with 10% horse serum (Invitrogen). Three
hours after plating, media were changed to Neurobasal-A (Gibco) medium
supplemented with Glutamax (Gibco), sodium pyruvate (sodium pyruvate),
and B27 (Invitrogen). Media were changed every three to four days and cells
analyzed after ten to fourteen days in vitro (DIV).
Delivery of plasmids and virus infection. For transfection Lipofectamine 2000
(Invitrogen) was used according to the manufacturer’s protocol. Medium
was replaced three hours after transfection and cells fixed or homogenized
twenty to twenty-four hours after transfection if not indicated differently. For
virus infection with low-titer virus 50% of cell media was replaced by virus-
containing media pre-warmed to 37 ◦C. High-titer viruses were first mixed
with pre-warmed media and then added to cells.
siRNA-mediated knockdown. siRNAs were delivered using Lipofectamine
RNAiMAX transfection reagent (Invitrogen) according to the manufacturer’s
protocol. Three siRNAs recognizing different regions of the same mRNA target
were used with final concentration of 10 nM. As control, two negative control
siRNAs were used to match the concentration of target siRNAs. The following
siRNAs were used (all purchased from Life Technologies): UBA1 (catalogue
numbers: 4427038-s599, 4427038-s600, 4427038-s601), UBA6 (catalogue num-
bers: 4427037-s30515, 4427037-s30516, 4427037-s30517), and negative control
(catalogue numbers: 4390843, 4390846).
Pharmacological reagents. See table 2.4 for a list of pharmacological com-
pounds used for cell culture experiments in this study. All compounds were
diluted in DMSO (Sigma-Aldrich) to stock concentration and DMSO was used
as control treatment.
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Table 2.4 Pharmacological compounds used for cell culture experiments.
Reagent Name Supplier (Cat. No.) Concentration Duration
Cycloheximide (CHX) Sigma-Aldrich (66-81-9) 100µg/ml 0.5–4h
DAPT Sigma-Aldrich (D5942) 1µM 24h1
Epoxomicin (EPX) Calbiochem (324801) 1µM1 4h1
MG132 Enzo Life Sciences (BML-PI102R) 1µM1 4h1
PYR41 Sigma-Aldrich (N2915) 27µM 6h
1 If not indicated otherwise.
Live antibody incubation. For analysis of APP/APLP endocytosis live an-
tibody incubation was carried out in HEK cells. Twenty-four hours after
transfection, cells were incubated with myc-tag antibody (1:100, Roche) at 4 ◦C
for 10min or 30min. After washing with ice-cold PBS, cells were fixed and
stained for HA- and myc-tags as described below.
Virus production. Lentiviruses were prepared by transfecting HEK293-T pla-
ted in 15-cm dishes with 33µg transfer vector and helper plasmids (7.7µg
pVSVg. 22µg pDMLG, and 5.5µg pREV) using 25 kDa polyethylenimine
(PEI; Polysciences). Forty-eight hours after transfection supernatants were
transferred to Falcon tubes and centrifuged 15min at 500 rcf and 4 ◦C to remove
cellular debris. Virus containing media was either aliquoted and stored at
−80 ◦C for direct usage (low-titer virus) or applied to virus concentration. For
virus concentration, virus-containing media was centrifuged at 25.000 rpm for
2.5 h at 4 ◦C using a Beckman ultracentrifuge with 70Ti rotor. Supernatant
was discarded and the pellet resuspended in 200µl PBS. High-titer containing
solution was aliquoted, frozen using liquid nitrogen, and stored at −80 ◦C until
usage.
2.3 Animals and related methods
All animal experiments were performed according to the Swiss animal pro-
tection law (TschG) and approved by the local animal committee (Kantonales
Veterinäramt Zürich). Genotyping of mice was done by PCR on DNA extracted
from mouse tail tissue with the primers listed in table 2.6. 20µl tail lysis buffer
(table 2.1) were added to tails and incubated 30min in a 55 ◦C heat block at
maximal agitation. After addition of 200µl H2O the suspension was incubated
12min in a 95 ◦C heat block at maximal agitation. Suspension was stored at
−20 ◦C and centrifuged 5min at 14.000 rcf before usage for genotype PCR. PCR
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Table 2.5 PCR cycler program for genotyping.
Temperature Duration Cycles
95 ◦C 2min 1
94 ◦C 30 sec  3055 ◦C for APPGal4 & ArcAβ; 64 ◦C for UAS-lacZ 30 sec72 ◦C 50 sec72 ◦C 7min 1
reaction mixtures were set up in thin-walled PCR-tubes as following: 1µl
genomic DNA from lysed tails, 0.4µl of 10mM dNTP mix, 0.4µl 10 nmol/ml
forward primer, 0.4µl 10 nmol/ml reverse primer, 2µl of 10X RedTaq poly-
merase buffer, 1µl of 1U RedTaq polymerase (Sigma-Aldrich), filled with H20
to reach a total volume of 20µl. Thermocycling of PCR reactions was done
according to table 2.5.
Generation of APPGal4 transgenic mice. For generation of the APPGal4 trans-
genic mouse line a APP-Gal4 fusion protein was used, which was originally
generated by Cao and Sudhof (2001) and characterized in in vitro experiments.
The APP-Gal4 fusion protein is composed of the extracellular and transmem-
brane region of APP (APP residues 1–651), followed by a six amino acid long
linker, the 147 amino acid long Gal4-DBD (Gal4 residues 1–147), a nine amino
acid long linker, and the remainder of the cytoplasmatic region of APP (APP
residues 652–695). The coding sequence of the APP-Gal4 fusion protein was
cloned into the pMoPrp plasmid, which is carrying a prion protein promoter
(PrP) for protein expression, and which was previously used for the generation
the ArcAβ transgenic mouse line (Knobloch et al., 2007). This construct was
used by the Institut für Labortierkunde (University Zurich) for generation of
APPGal4 transgenic mice by embryo transfer. Three different founder lines
were provided and probed for transgene expression by western blotting with
an antibody recognizing exclusively human APP (6E10). The founder line with
highest transgene expression was chosen for subsequent experiments. Mice
were backcrossed to C57BL/6J background.
Other mouse strains used. UAS-lacZmice, originally generated by Govindara-
jan et al. (2005), were obtained from Freddy Radtke (EPFL; Smith et al., 2012).
The construct used for generation of these mice contains six tandem copies of
the UAS element linked to a minimal thymidine kinase promoter and followed
by the lacZ gene encoding β-galactosidase (see table 2.6 for genotyping primer.
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C57Bl/6J mice, used for preparation of primary neurons, were purchased
from The Jackson Laboratory. The ArcAβ mouse line was generated in our
laboratory, and mice were genotyped with the same primer and thermocycling
program as APPGal4 mice (Knobloch et al., 2007).
2.4 Biochemical methods and reagents
Generation of protein lysates. For generation of protein samples, cells were
washedwith ice-cold PBS and scraped in RIPAormodifiedRIPA lysis buffer (see
table 2.1 for lysis buffer composition). For detection of ubiquitinated proteins
RIPA was supplemented with MG132 (5µM) and NEM (N-ethylmaleimide;
20mM; Sigma-Aldrich)—in the following denoted RIPA-Ub—to prevent protea-
somal degradation and deubiquitination, respectively. Samples were incubated
15min on a rotating wheel at 4 ◦C followed by 5min centrifugation at 22.000 rcf
and 4 ◦C to remove cellular debris. Supernatants were transferred to fresh
Eppendorf tubes and stored at −80 ◦C until usage.
Western blotting. For western blotting the Novex NuPAGE SDS-PAGE gel
system (Invitrogen) was used. Protein samples were mixed with loading buffer
(NuPAGE LDS sample buffer (Invitogen) and 5% β-mercaptoethanol) and
placed in a 99 ◦C heating block for 5min. Equal amounts of supernatants
were separated on 10–20% Tricine gels (Invitrogen), if not stated otherwise
(see table 2.1 for running buffer composition). Protein separation was done at
100V for approximately 90min. SeeBlue Plus2 Pre-Stained protein standard
(Invitrogen) was used as a molecular weight marker. Proteins were transferred
to nitrocellulose transfer membranes (pore size 0.1µm; Protran) by semi-dry
blotting with 2X Tris-Glycine Transfer Buffer (Invitrogen) supplemented with
10% methanol. Membranes were blocked for one hour at RT with 5% skim
milk diluted in PBS and then washed with PBS. Membranes were incubated
overnight at 4 ◦Cwith primary antibodies dissolved in PBS—for a list of primary
and secondary antibodies used for western blotting see table 2.7. The next
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day, membranes were washed, incubated with secondary antibody diluted in
blocking buffer.
To increase detection of HA-tagged AICD (derived from full-length APP
and Ub-fusion constructs) in western blots with HA-tag antibody a protocol
described in Pimplikar and Suryanarayana (2011) was followed. After transfer
membranes were dried for approximately half an hour and then incubated
with boiling PBS for 5min. Washing of membranes was done with TBS
supplemented with 0.1% Tween 20 (TBST) and blocking with 10% FCS in
TBST. HA-tag antibody was used at a concentration of 1:250 and secondary
antibody was diluted in FCS-based blocking buffer. To increase detection of
Aβ in western blots a protocol described in Shankar et al. (2011) was followed.
After transfer membranes were boiled in PBS in a microwave at 800W for 5min
and let then stand for additional 5min in the hot PBS. Membranes were washed
in TBS. Synthetic Aβ42 was purchased from American Peptide.
Protein bands were visualized by ECL (Thermo Scientific) using a LAS 3000
(Fuji) or LAS 4000 (GE Healthcare) imager, both equipped with Fuji CCD
cameras. Quantification of protein bands was done by densitometric analysis
using Multi Gauge (Fuji) or ImageQuant (GE Healthcare) software. Proteins
levels were normalized to α-tubulin levels and expressed in arbitrary unit (AU),
unless otherwise stated. Biological replicates loaded to separate western blots
were normalized by the sum of the replicates as outlined by Degasperi et al.
(2014). Statistical analysis was done with Prism 6 (GraphPad) and the used
statistical tests are indicated in the respective experiments.
Dynabeads-streptavidin pull-down. Pull-down of proteins fused to strepta-
vidin-binding protein (SBP) was done as described previously (Kohli et al.,
2012). Cells, transfected with APP-SBP and HA-Fe65, were lysed in pull-down
lysis buffer and centrifuged for 10min at 800 rcf (see table 2.1 for lysis buffer
composition). Supernatant was incubated with dynabeads-streptavidin M280
(Invitrogen) for four hours at 4 ◦C. Beads were separated with a magnet and
washed four times with homogenization buffer. For protein elution, beads were
incubated with a buffer containing 700 nmol biotin for 30min at 4 ◦C. Equal
amounts of protein elution were loaded on 10–20% Tricine gels and processed
as described above.
Immunoprecipitation. For immunoprecipitation of AICD and detection of its
ubiquitination the Dynabeads Protein A Immunoprecipitation kit (Invitrogen)
was used according to the manufacturer’s protocol. For antibody-to-dynabeads
binding, 50µl dynabeads were transferred to a fresh tube and supernatant
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Table 2.7 Antibodies used in this study for western blotting.
Protein/Epitope Supplier (Cat. No.) Host Dilution
Primary antibodies
AICDneo (AICD50 neo-epitope) non-commercial1 rabbit 1:1000
AICD non-commercial2 guinea pig 1:1000
APP, C-terminal Epitomics (1565-1) rabbit 1:1000
human APP, Aβ-region (6E10) Covance (39320) mouse 1:500
c-jun Santa Cruz Biotechnology (1694) rabbit 1:1000
c-myc (myc-tag) Roche (11667149001) mouse 1:1000
GAPDH Meridian Life Science (H86504M) mouse 1:2000
GFP and derivatives (e.g., citrine) Roche (11814460001) mouse 1:1000
HA-tag Roche (11867432001) rat 1:1000
α-tubulin Sigma-Aldrich (T-9026) mouse 1:1000
Ubiquitin DAKO (Z0458) rat 1:1000
UBA1 Bethyl (A301-126A) rabbit 1:1000
UBA6 non-commercial3 rabbit 1:1000
Secondary antibodies 4
mouse IgG GE Healthcare (NA931V) sheep 1:2000
guinea pic IgG Jackson (106-035-003) goat 1:2000
rabbit IgG GE Healthcare (NA934V) donkey 1:2000
rat IgG GE Healthcare (NA935V) goat 1:2000
1 AICDneo antibody was obtained from Patrick May (Eli Lilly) and has been described in Chávez-
Gutiérrez et al. (2012).
2 AICD antibody was raised against a peptide corresponding to the fourteen N-terminal amino
acids of AICD by the Institut für Labortierkunde (University Zurich).
3 UBA6 antibody was obtained from Wade Harper (Harvard University) and has been described
in Jin et al. (2007).
4 All secondary antibodies used in western blot are coupled to horseradish peroxidase (HRP).
removed by retaining beads with a magnet. Antibodies, diluted 1:50 in 200µl
AB Binding &Washing Buffer (PBS with 0.01% Tween 20), were added to beads
and incubated for 10min at RT. Unbound antibody was discarded by removal
of the supernatant and beads washed with AB Binding & Washing Buffer. Cell
lysates harvested in RIPA-Ub buffer were added to the antibody-bead-complex,
and incubated for one and a half hours at RT. Unbound protein in supernatant
was then removed and beads washed three times with washing buffer provided
by the kit. Beads were transferred to fresh tubes and eluted with elution buffer
(provided by the kit and supplemented with NuPAGE LDS sample buffer
and 5% β-mercaptoethanol) for 10min in a 99 ◦C heat block under maximal
25
2 Material and Methods
Table 2.8 Primary antibodies used for immunocyto- and immunohistochemistry.
Protein/Epitope Supplier (Cat. No.) Host Dilution
β-galactosidase Abcam (ab9361) ckicken 1:100
c-myc (myc-tag) Roche (11667149001) mouse 1:100
GFP and derivatives (e.g., citrine) Invitrogen (A11122) rabbit 1:100
HA-tag Roche (11867432001) rat 1:100
agitation. Eluates were loaded directly on SDS-PAGE or stored at −80 ◦C until
further usage.
Immunocytochemistry. Cells were fixed for 20min with 4% paraformalde-
hyde (PFA), washed with TBS containing 0.05% Triton X-100 and blocked for
one hour with TBS containing 0.2% Triton X-100, 5% horse serum, and 5% goat
serum. Fixed cells were incubated overnight with primary antibodies (table 2.8)
diluted in blocking solution at 4 ◦C. Cells were washed and incubated one to
two hours with secondary antibodies (table 2.9) diluted in blocking solution
at room temperature (RT). After subsequent washing, cells were embedded
in Mowiol (Sigma-Aldrich) supplemented with Dabco (Sigma-Aldrich) to de-
crease bleaching. To stain DNA DAPI was added to washing solution in some
experiments as indicated. Stained cells were analyzed by confocal microscopy.
β-galactosidase assay. The lacZ gene, encoding the enzymeβ-galactosidase, is
a reporter gene used to visualize and quantify transcriptional activity. Presence
of β-galactosidase is visualized by cleavage of the synthetic substrate X-Gal,
which is yielding a blue and insoluble product (5,5’-dibromo-4,4’-dichloro-
indigo). Staining of cultured cells for β-galactosidase was done with the
β-Gal Staining kit (Invitrogen) according to the manufacturer’s protocol. Cells
grown on coverslips were washed with PBS and fixed with fixative solution
for 10min at RT. After washing staining solution (containing 2mg/ml X-Gal
substrate ) was added to cover the cell and incubated one to two hours at 37 ◦C.
Cells were then washed and embedded in Mowiol. Quantification of HEK
cells and primary neurons stained for β-galactosidase was done manually.
Semiquantitative categories were chosen to classify reporter activity. These
categories were: no ( 0) , low (< 10), medium (≥ 10 and < 100), and high (≥
100 β-galactosidase-positive cells per coverslip). β-galactosidase-positive cells
were counted by two researchers independently and blinded.
26
Biochemical methods and reagents 2.4
Table 2.9 Secondary antibodies used for immunocyto- and immunohistochemistry.
Epitope Fluorophore Supplier (Cat. No.) Host Dilution
chicken IgG Cy3 Jackson (703-165-155) donkey 1:250
mouse IgG Cy3 Jackson (715-165-151) donkey 1:250
mouse IgG Cy5 Jackson (715-175-150) donkey 1:250
rat IgG Cy2 Jackson (712-225-153) donkey 1:250
rat IgG Cy3 Jackson (711-165-153) donkey 1:250
rat IgG Cy5 Jackson (712-175-153) donkey 1:250
rabbit IgG Alexa 488 Life Technologies (A11008) goat 1:250
Cytotoxicity assay. For analysis of cytotoxicity of proteasomal inhibitor, release
of lactate dehydrogenase (LDH) was measured with the Cytotoxicity Detection
kit (Roche) according the manufacturer’s protocol. Cells were washed with
PBS twice prior to addition of proteasomal inhibitor–containing media. Care
was taken that equal amount of media was added to the cells. At the end of
treatment, cell media was transferred to Eppendorf tubes and centrifuged 4min
at 400 rcf and 4 ◦C to remove cellular debris. LDH standards were prepared
in fresh media. 75µl media sample and standard were pipetted to individual
wells of a 96-well plate and 75µl LDH Mastermix added and gently mixed.
After approximately one hour incubation in the dark at RT, absorbance was
measured with a Tecan workstation at 490 nm. Media from Triton X-100 lysed
cells was used as 100% cytotoxicity. Media from DMSO control-treated cells
was set as zero toxicity.
Immunohistochemistry. Immunohistochemical preparation and analysis was
done as described previously (Ferretti et al., 2012). Adult APPGal4/UAS-lacZ
and APPGal4 mice were deeply anesthetized with ketamine/xylazine and
perfused transcardiallywith PBS for approximately 2min. Brainswere removed
and fixed in 4% PFA for twenty-four hours at 4 ◦C, followed by incubation
in 30% sucrose for approximately twenty-four hours at 4 ◦C. Fixed brains
were cut coronally into 40µm thick sections with a freezing sledge microtome
(Microm HM 450, Thermo Scientific) at working temperature of approximately
−20 ◦C. Free-floating sections were washed and permeabilized using PBS-T
(PBS supplemented with 0.2% Triton X-100) and blocked for one hour at RT
with blocking buffer (5% goat serum, 5% donkey serum, 0.2% Triton X-100
in PBS). Sections were incubated overnight at 4 ◦C with anti-β-galactosidase
antibody (Abcam) diluted 1:500 in blocking buffer. The next day, sections were
washed and incubated for two hours in secondary antibody (Cy3-coupled anti-
chicken-IgG; Jackson) diluted 1:200 in blocking buffer at RT. Prior to mounting
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with Hydromount (National Diagnostics), sections were washed and nuclei
stained with DAPI. Analysis was done using a Leica DM 4000 B fluorescence
microscope.
2.5 Microscopy and image analysis
Fluorescence microscopy. Fluorescence, brightfield, and differential interfer-
ence contrast (DIC) images were acquired on inverted DM IRE 2, DM 4000 B,
SP2, and SP8 microscopes (all Leica). For confocal images of AFT-complexes,
SP2 or SP8 confocal microscope with a 63X water or glycerol immersion objec-
tives were used. The 458-nm and 514-nm lines of the argon laser were used to
excite CFP and citrine, respectively. For detection of CFP PMT (photomultiplier
tube) windowwas set to 465–485 nm, for citrine to 525–545 nm. For excitation of
Cy3 the 543-nm laser was used and detected in PMTwindow set to 553–600 nm.
DAPI was excited at 405 nm and detected at a PMT window set to 410–430 nm.
Approximately ten images were acquired in z-axis and subjected to maximum
projection.
FRET measurements. FRET (Förster resonance energy transfer) was used to
analyze APP/APLP co-localization and dimerization. For FRETmeasurements,
cerulean was excited with the 458-nm laser and citrine emission was read at
525–555 nm. Expression of fluorophores individually was used to determine
cerulean bleach-through and citrine cross-excitation signals. Based on rawFRET
values calculation of NFRET was done as described in von Rotz et al. (2004).
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3 Regulation of Nuclear Signaling Capability
of the Amyloid Precursor Protein Family
Members
In this chapter, we investigate nuclear signaling capability of the ICDs from
different APP family members. The majority of the results in this chapter have
been published in Gersbacher et al. (2013).
3.1 Introduction
APP is a member of a highly conserved family of glycoproteins, which includes
APP-like protein 1 (APLP1) and APP-like protein 2 (APLP2) in vertebrates,
APPL in Drosophila, and APL-1 in C. elegans. APP and APLP2 are ubiquitously
expressed, with high expression in the brain (Tanzi et al., 1988; Slunt et al., 1994),
while APLP1 expression is neuron specific (Lorent et al., 1995). Interestingly,
amyloid precursor-like proteins, i.e., APLP1 and APLP2 (APLPs), lack the
Aβ-domain, which is a feature unique to APP (Bayer et al., 1999; Thinakaran
and Koo, 2008). In humans, APLP2 is located on chromosome 11q23–q25
and exists in two alternatively spliced forms, one of which, similarly to APP,
contains a KPI domain (Wasco et al., 1993; Van Nostrand et al., 1994; Bayer et al.,
1999). Human APLP1 is located on chromosome 19q13.1 and, as yet, no spliced
transcripts have been identified (Wasco et al., 1992; Lenkkeri et al., 1998). All
APP family members have been shown to bind zinc and heparin (Bush et al.,
1994) and are thought to play an important role in cell adhesion in homo- and
heterotypic manner (Coulson et al., 2000; Soba et al., 2005).1 Furthermore, all
APP family members interact with PAT1a (protein interacting with APP tail
1a) via their basolateral sorting signal, and this interaction is promoting their
intracellular transport and processing (Kuan et al., 2006).
1 The term APP family members is used in this thesis to denote exclusively the mammalian
members of the APP superfamily which are APP, APLP1, and APLP2.
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Despite the structural homology and conserved domain structure of APP fam-
ily members, it has been shown that their subcellular localization differs strik-
ingly. A recent study byKaden et al. (2009) showed that APP andAPLP2mainly
localize within intracellular compartments, such as ER (endoplasmic reticulum)
and endosomes, while onlyminor levelswere detected at the plasmamembrane.
In contrast, APLP1 was found to mainly localize to the plasma membrane,
corresponding to an increased tendency to form in trans interactions at cell-cell
contacts, highlighting an important role for APLP1 in cell adhesion (Kaden
et al., 2009). Further studies investigating the binding of the APP family to
adaptor proteins have also identified differences between family members. For
example, the binding of JIP1 (JNK interacting protein) to APP has been shown
to result in transcriptional activation, whereas expression of JIP1 with APLP1
or APLP2 showed little or no transcriptional activity (Scheinfeld et al., 2003).
Studies using knockout mice have revealed important insights into the
relationship between different APP family members. Single knockout of APP,
APLP1, or APLP2 cause less pronounced phenotypes, probably due to a
redundancy of certain functions within the APP gene family (Zheng et al.,
1995; von Koch et al., 1997; Heber et al., 2000). However, it is also clear that the
different APP family members exhibit different functions. Mice with disrupted
APP and APLP1 are viable and fertile, while those that are double knockout for
APP and APLP2 or double knockout for APLP1 and APLP2 die shortly after
birth. These findings point to an important developmental role for APLP2,
which is essential when either APP or APLP1 are absent. APP/APLP2 double
knockout mice exhibit a poorly formed neuromuscular junction and reduced
numbers of presynaptic vesicles (Wang et al., 2005), which is in line with
findings from Drosophilawith mutant APPL (Merdes et al., 2004), implicating a
role for the APP family in the regulation of synaptogenesis. Triple knockout
mice, lacking all three APP family members, were found to die soon after birth
and display cortical dysplasia, which resembles human type II lissencephaly,
and is characterized by fragmented basal lamina and over-migration of neurons
(Herms et al., 2004). This phenotype is very similar to the phenotype reported
of Fe65 family knockout mice, highlighting the importance of the AICD-Fe65
interaction in the function of the APP family members (Guenette et al., 2006).
Both APLP1 and APLP2, like APP, are cleaved by α-, β-, and γ-secretase, and
intracellular domains (ICDs) are released after γ-secretase cleavage at the -site
(Walsh et al., 2003; Eggert et al., 2004; Pastorino et al., 2004; Yanagida et al.,
2009). Furthermore, BACE1 cleavage of APLP1 has recently been shown to
result in the release of an Aβ-like peptide, which does not aggregate and could
be used as surrogate marker for increased γ-secretase cleavage by cerebrospinal
fluid analysis (Yanagida et al., 2009). All three APP family members have been
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shown to be cleaved by caspases at their conserved VEVD motif within the
C-terminus, but the role of this cleavage is still debated (Galvan et al., 2002;
Harris et al., 2010).
Proteolytic processing of APP, APLP1, and APLP2 by γ-secretase at the -site
generates ICDs, which are binding to the adaptor protein Fe65 and, when
co-expressed with Fe65, can transactivate Gal4-Tip60 constructs (Scheinfeld
et al., 2002; Li and Sudhof, 2004). Transgenic mice expressing AICD and
Fe65 were reported to show pathological features of AD (Ghosal et al., 2009).
We have previously shown that AICD is transported to the nucleus by Fe65
where, together, they bind Tip60 and form spherical nuclear complexes (AFT-
complexes), which localize in transcription factories (von Rotz et al., 2004;
Konietzko et al., 2010). Here, we investigate the nuclear localization of APLP1
and APLP2 ICDs upon Fe65 and Tip60 co-expression. Furthermore, we analyze
the differences in subcellular localization and turnover of the full-length
proteins as well as their ICDs. We identify dramatic differences in subcellular
localization and signaling capability of APLP1 compared to APP and APLP2.
Our results provide evidence for a nuclear signaling function of ICDs derived
from APP and APLP2 and support a distinct functional role for APLP1.
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3.2 Results
3.2.1 Nuclear AFT-complex formation of APP family members’
ICDs
The members of the APP family—APP, APLP1, and APLP2—show a high
degree of sequence homology. In particular, the intracellular domain of APP
family members is highly conserved and contains common motifs such as a
caspase cleavage site and NPxY motif for binding of adaptor proteins. We have
previously shown that AICD bound to Fe65 translocates to the nucleus and
forms, together with Tip60, spherical nuclear AFT-complexes (Konietzko et al.,
2010). Therefore, we were interested whether APLP1 and APLP2 intracellular
domains (subsequently referred to as AL1ICD and AL2ICD) form nuclear
AFT-complexes similar to AICD.
Co-expression of Fe65, Tip60, and APP in HEK cells resulted in the retention
of Fe65-AICD complexes in the nucleus and the formation of AFT-complexes
as reported previously (von Rotz et al., 2004; Goodger et al., 2009; figure 3.1A,
top row). For detection of AFT-complexes, Tip60 and APP were fused to
citrine and CFP fluorescence proteins, while Fe65 was detected by antibody
staining. As already shown in an earlier publication, antibody access to AFT-
complexes is restricted due to their density (Goodger et al., 2009). Therefore,
the localization of Fe65 to AFT-complexes is sometimes not as clear as observed
for the fluorescently-tagged proteins. Similar to AICD, AL2ICD also formed
spherical AFT-complexes with Fe65 and Tip60 in the nucleus (figure 3.1A,
bottom row). Surprisingly, AL1ICD did not localize to the nucleus and Fe65
was retained in extranuclear compartments, co-localizing with full-length
APLP1 (figure 3.1A, middle row). Cytosolic retention of Fe65 prevented the
redistribution of Tip60 to nuclear spots, resulting in an accumulation of Tip60
in nuclear speckles.
To exclude the possibility that the observed different nuclear signaling
capabilities of APP family members were due to properties of the chosen
cell line, experiments were repeated in N2a mouse neuroblastoma cells. Co-
expression of Fe65, Tip60, and APP led to the formation of spherical nuclear
AFT-complexes (figure 3.1B, top row). Similar to our observations in HEK cells,
AL2ICD formed AFT-complexes (figure 3.1B, bottom row), while AL1ICD was
not detected in nuclear structures and, due to the sequestration of Fe65 by













Figure 3.1 ICDs derived from APP and APLP2, but not APLP1, form nuclear AFT-
complexes. A: Confocal ﬂuorescence images of HEK cells transfected with HA-Fe65, CFP-Tip60,
and APP-Cit (top row), APLP1-Cit (middle row), or APLP2-Cit (bottom row). B: Confocal ﬂuores-
cence images of N2a cells transfected with HA-Fe65, CFP-Tip60, and APP-Cit (top row), APLP1-Cit
(middle row), or APLP2-Cit (bottom row). Note the formation of spherical AFT-complexes in the
nucleus of cells transfected with APP or APLP2 in both cell lines. In contrast expression of APLP1
resulted in accumulation of APLP1 and Fe65 in extranuclear compartments and at the plasma
membrane, whereas Tip60 localized to nuclear speckles. Scale bars represent 13µm.
3.2.2 Protein turnover of APP family members
To further study the subcellular localization of the APP family members we
expressed APP/APLP with N-terminal myc-tags, preceded by the APP signal
peptide to ensure membrane insertion, and C-terminal HA-tags. A GAPDH
promoter was chosen for expression because the GAPDH gene is constitutively
expressed at high levels in almost all tissues and expression of transgenes via
this mammalian promoter yields good expression, which is weaker than with
viral promoters. Expression of APP family members in HEK cells showed
a clear intracellular localization to vesicular structures for APP and APLP2,
whereas APLP1 was mostly localized to the cell membrane (figure 3.2A). The
different subcellular localization of APP and APLP1 was also observed with
co-expression of citrine-tagged APP and cerulean-tagged APLP1 proteins
(figure 3.3A). Furthermore, a clear FRET signal was observed between APP
and APLP2 but not between APP and APLP1 in HEK cells, primary astrocytes,
and primary neurons (figure 3.3B–D). Thus, in addition to the co-localization
of APP and APLP2, these two family members can form heterodimers.
The N-terminal myc-tagged constructs allowed cell-surface labeling of
APP/APLPs on living cells (figure 3.2B). Antibody incubations were per-
formed at 4 ◦C to inhibit endocytosis that is dependent on the GTPase function.
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10 min anti-myc-tag 30 min anti-myc-tagA B
Figure 3.2 APP and APLP2 differ in their subcellular localization from APLP1. A: DIC
and confocal ﬂuorescence images of HEK cells expressing APP (top row), APLP1 (middle row), or
APLP2 (bottom row) and stained with myc- and HA-tag antibodies. APP and APLP2 showed a
clear intracellular localization to vesicular structures, whereas APLP1 mostly localized to the
cell membrane. B: Confocal ﬂuorescence images of HEK cells expressing APP (top row), APLP1
(middle row) or APLP2 (bottom row) after live antibody incubation. Incubation of cells with
myc-tag antibody at 4 ◦C for 10min resulted in surface labeling, especially of APLP1. After
30min of myc-tag antibody incubation, cell surface signals of APP and APLP2 reached a similar
strength as APLP1. Cells were counter-stained with HA-tag antibody after ﬁxation. Scale bars
represent 13µm.
In contrast, exocytosis, which is promoted by zippering of SNARE proteins
mediating vesicle fusion, is still able to occur in the absence of enzymatic
activity. After 10min of myc-tag antibody incubation we detected surface
labeling for all three APP family members. The strongest staining was observed
for APLP1. However, after 30min incubation, APP and APLP2 surface staining
reached similar levels as APLP1. This points towards a higher turnover of APP
and APLP2 compared to APLP1 at the plasma membrane.
To measure the half-lives of the APP family members we inhibited protein
synthesis for different durations. HEK cells were transfected with C-terminally
HA-tagged APP/APLP constructs, all driven by a GAPDH promoter to ensure
comparable expression levels. Twenty-four hours after transfection, protein
synthesis was inhibited with cycloheximide. Cells were harvested after the
indicated time of cycloheximide incubation and levels of full-length protein
determined by western blot (figure 3.4A). APP/APLP full-length levels were
normalized to the highly stable α-tubulin. APP and APLP2 displayed short
half-lives of 43min and 53min, respectively, while half-life of APLP1 was
higher than five hours (308min; figure 3.4B). The much higher stability of















Figure 3.3 APP family members show different subcellular localization and het-
erodimerization. A: Confocal ﬂuorescence images of HEK cells transfected with APLP1-Cer
and APP-Cit. Top row shows maximum projection and middle row single sections at different
z-positions. Note the intracellular localization of APP and the prominent localization of APLP1
at the plasma membrane. In contrast, the co-expression of APP and APLP2 shows a clear
overlap and localization to the same intracellular compartments (bottom row). B: Confocal
ﬂuorescence images and FRET analysis of HEK cells expressing APLP1-Cer and APP-Cit (top row),
APLP2-Cer and APP-Cit (bottom row). C: Confocal ﬂuorescence and FRET analysis of primary
astrocytes expressing APP family members. APP-Cit was co-expressed with APP-Cer (top row),
APLP1-Cer (second row), APLP2-Cer (bottom row). D: Confocal ﬂuorescence images and FRET
analysis of primary neurons expressing APP-Cer and APP-Cit (top row) and APLP1-Cer and APP-
Cit (bottom row). In different cell types (B–D) co-expression of APP-Cit and APP-Cer revealed a
strong FRET signal due to the presence of APP homodimers. Similarly, co-expression of APP-Cit
and APLP2-Cer generated a FRET signal. In contrast, expression of APLP1-Cer and APP-Cit
resulted in minimal FRET signal, indicating the near absence of APP/APLP1 heterodimerization.
Scale bars represent 13µm.
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Figure 3.4 APP and APLP2 have a higher protein turnover than APLP1. A:Western blot
analysis of HEK cells transfected with C-terminally HA-tagged APP/APLPs after indicated times
of inhibition of protein synthesis with cycloheximide (CHX). Western blots were probed with
HA-tag antibody and full-length APP/APLP displayed. Note the strong accumulation of APLP1 as
compared to APP and APLP2. B: Quantiﬁcation of APP/APLP full-length levels from A. Mean ±
SEM of n = 3 are shown for each time point. Data was ﬁtted to exponential functions by the
least square approach. R2(APP) = 0.99; R2(APLP1) = 0.82; R2(APLP2) = 0.98.
of all three family members under the same promoter, the levels of APLP1
were much higher, again highlighting its slower turnover.
3.2.3 Nuclear signaling capabilities of APP family members’ ICDs
To investigate whether differences in nuclear localization capability of AICD
and AL1ICD are mediated by properties of their extracellular or intracellular
domains, we constructed chimeric APP/APLP1 expression plasmids. ICDs of
APP and APLP1 were joined at the -site of APLP1 and APP, resulting in the
chimeric constructs APLP1-AICD and APP-AL1ICD, respectively (figure 3.5A).
Chimeric constructs were co-transfected with Fe65 and Tip60 in HEK cells and
AFT-complex formation was observed by confocal microscopy. APP-AL1ICD
did not form AFT-complexes, despite preserved binding of Fe65 (figure 3.5B
top row). In contrast, nuclear AFT-complex formation was observed in cells
transfected with APLP1-AICD. These results suggest that the formation of
AFT-complexes is determined by the properties of the intracellular domain.
Interestingly, the size of AFT-complexes formed from APLP1-AICD appeared
to be decreased when compared to AFT-complexes formed from wildtype APP
(figure 3.5B top row).
Because the chimeric proteins carry a chimeric -site it is possible that
absent nuclear signaling of ICDs is due to impaired γ-secretase cleavage. To
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Figure 3.5 Nuclear signaling capability of APP family members is mediated by the
intracellular domain. A: Schematic presentation of wildtype and chimeric APP/APLP1
constructs. B: Confocal ﬂuorescence images of HEK cells co-transfected with HA-Fe65,
CFP-Tip60 and the chimeric constructs APP-AL1ICD-Cit (top row) or APLP1-AICD-Cit (bottom
row). Note that AFT-complexes formed in cells expressing APLP1-AICD but not APP-AL1ICD.
Scale bar represents 13µm. C:Western blot analysis of HEK cells transfected with HA-tagged
wildtype or chimeric APP/APLP1 constructs and treated with the γ-secretase inhibitor DAPT or
DMSO-control (−) for twenty-four hours. Western blots were probed with HA-tag antibody and
accumulation of CTFs was observed with all constructs. D:Western blot analysis of HEK cells
transfected with HA-tagged APP/APLP after indicated times of inhibition of protein synthesis
with cycloheximide (CHX).
the chimeric APP/APLP1 proteins and treated with the γ-secretase inhibitor
DAPT (figure 3.5C). DAPT treatment resulted in an accumulation of C-terminal
fragments (CTFs) when compared to non-treated cells, demonstrating that
γ-secretase cleavage of chimeric proteins is preserved. In line with the previous
experiments using cycloheximide, increased full-length levels and decreased
CTF levels of APLP1 indicate the slower turnover of APLP1 compared to APP.
Furthermore, these results suggest that the extracellular and/or transmembrane
regions mediate the differences in protein turnover. To better understand the
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Figure 3.6 APP family members show high sequence homology. Schematic presentation
of APP family ICD sequences and APP-to-APLP1 mutations. c.s.: cleavage site; b.s.: binding site.
turnover of APP family members, wildtype and chimeric APP-transfected
HEK cells were treated with cycloheximide to monitor the turnover of full-
length proteins. As described earlier, APP turnover is much faster than APLP1
turnover (figure 3.5D). Turnover of chimeric proteins was in between those
of wildtype proteins but resembled more closely the protein carrying the
respective extracellular domain. Together, these results suggest that both
extracellular and intracellular regions determine the turnover of APP family
members. Moreover, it is likely that the decreased AFT-complex formation
for APLP1-AICD as compared to APP is due to the decreased turnover of
APLP1-AICD, which would also lead to decreased AICD levels.
Our results show that nuclear signaling by the APP family members is
determined by properties of the highly conserved ICDs (figure 3.6). We
reasoned that the differences in AFT-complex formation capability between
APP/APLP2andAPLP1must derive fromsingle amino acid ormotif differences
between the proteins. We identified seventeen conserved residues in AICD and
AL2ICD that are not conserved in AL1ICD and could thus be responsible for
the observed differences in nuclear signaling (figure 3.6). To test this hypothesis,
we exchanged individual or multiple residues of APP by the corresponding
residues of APLP1 and investigated AFT-complex formation. APP mutated
in the NPxY motif was used as a negative control for AFT-complex formation.
NPTY-to-NATA substitution within APP abolished Fe65 binding as previously
reported (Cao and Sudhof, 2001) and prevented the nuclear translocation of
AICD (figure 3.7, row 2).2 We subsequently mutated amino acids sequentially,
either alone or in combination. (See figures A.2 to A.4 in the appendix for a
diagram depicting all APP-to-APLP1 mutations and corresponding confocal
fluorescence images.) Changing all seven non-conserved residues in the C-
2 The APP double substitution PTY685ATA is commonly referred to as NPTY-to-NATA or













Figure 3.7 N-terminal residues of APP family ICDs are crucial for nuclear signaling ca-
pability. Confocal ﬂuorescence images of HEK cells transfected with HA-Fe65, CFP-Tip60 and
co-transfected with APP-Cit, APP(NPTY–NATA)-Cit, or indicated citrine-tagged APP-to-APLP1
mutation constructs. See ﬁgure 3.6 for abbreviation of APP-to-APLP1 mutation constructs. Scale
bar represents 13µm.
terminal region of AICD that is reported to bind to Fe65 (Radzimanowski et al.,
2008) did not disrupt nuclear signaling (figure 3.7, row 3; APP(7xmut)). In
contrast, when we inserted the first twelve amino acids of AL1ICD into the APP
sequence (APP(AL1ICD-AICD38)), nuclear signaling was completely abolished
(figure 3.7, row 4). Further mutagenesis were done to identify the minimal set
of amino acids that prevent nuclear localization of AICD (figures A.2 to A.4 in
the appendix). By this means we discovered that exchange of the N-terminal
residues VML to the corresponding APLP1 residues LLR (APP(VML646LLR))
is sufficient to ablate AFT-complex formation (figure 3.7, row 5).
Co-immunoprecipitation of SBP-tagged APP and APP(VML646LLR) showed
that Fe65 binding is not impaired by exchange of N-terminal ICD residues
(figure 3.8B). DAPT treatment of cells transfected with APP(VML646LLR)
resulted in an accumulation of CTFs. This suggests that absence of nuclear
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AFT-complex formation for APP(VML646LLR) is likely not due to disturbed
γ-secretase cleavage (figure 3.8A). Interestingly, in DMSO control treated cells,
ICDs derived from APP were detected but not from APP(VML646LLR) or
APLP1. To unequivocally exclude that the replacement of N-terminal amino
acids of AICD has an effect on APP processing, APP and APP(VML646LLR)
were cloned to a expression vector with N-terminal myc-tag and C-terminal
HA-tag. Cell lysate and culture medium was subjected to western blot and
full-length APP, and its cleavage products (i.e., CTFs, AICD, sAPPs, and Aβ)
analyzed by densitometry (figure 3.8C–E). The VML646LLR mutation does not
change levels of full-length APP and products of the ectodomain shedding,
i.e., CTF and sAPP. The products of γ-secretase cleavage, Aβ and AICD are
expected to be released in a equimolar ratio. However, the VML646LLR
mutation resulted in a significant reduction of AICD levels, but not Aβ levels.
These results clearly show that the VML646LLR mutation does not impair the
processing of APP and thus suggest that decreased AICD levels are due to
faster degradation.
3.2.4 Degradation of APP family members’ ICDs
Nunan et al. (2003) have shown that a peptide corresponding to last the twenty
amino acids of AICD accumulates after inhibition of the proteasome, pointing
to a role of the proteasome in AICD degradation. However, experimental
evidence for proteasomal degradation of the complete AICD peptide and AICD
derived from APP by γ-secretase cleavage is lacking. Little is also known
about the mechanism responsible for degradation of AL1ICD and AL2ICD. We
hypothesized that APP family ICDs have a different protein turnover, resulting
in different capabilities to form nuclear AFT-complexes. To explore a possible
role of the proteasome in the degradation of AICD, we treated HEK cells
transfected with APP-Cit with two previously described proteasome inhibitors,
epoxomicin and MG132. Treatment with both inhibitors strongly increased
AICD levels, thus confirming the hypothesized degradation of AICD by the
proteasome. In addition to AICD, an increase of CTF levels was observed by
MG132 treatment, suggesting that MG132 inhibits the proteasome as well as
γ-secretase when used in higher concentrations, as reported previously (Pinnix
et al., 2001; figure 3.9A). To avoid interference with processing of APP, epox-
omicin was used for proteasomal inhibition in the following experiments. HEK
cells were transfected with APP-Cit, APP(VML646LLR)-Cit, or APLP1-Cit and
treated with epoxomicin for six hours. In control treated cells, ICDs generated
from APP(VML646LLR) were hardly visible, while clear levels were observed
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Figure 3.8 Mutation of N-terminal residues of AICD results in reduced levels of AICD
but does not impair APP processing. A:Western blot analysis of HEK cells transfected with
APP-Cit, APLP1-Cit, or APP(VML646LLR)-Cit constructs with 24-hour DAPT or DMSO-control (−)
treatment. AICD-Cit transfected cell lysate was loaded to identify ICD bands and the membrane
was probed with GFP antibody. B:Western blot analysis of co-immunoprecipitation of SBP-
tagged APP or APP(VML646LLR) together with HA-tagged Fe65. Binding of Fe65 is not impaired
by the VML646LLR mutation. C:Western blot analysis of HEK cell lysate transfected with N-
terminal myc-tagged and C-terminal HA-tagged APP or APP(VML646LLR) constructs. VML646LLR
is abbreviated to VML/LLR. DAPT-treated wildtype APP sample was loaded to identify AICD
and CTF bands. D:Western blot analysis of the corresponding cell media from C. sAPPs were
detected with myc-tag antibody (top panel). 6E10 antibody was used to detect Aβ and 10ng
synthetic Aβ42 were loaded to identify monomeric Aβ (bottom panel). Dashed line indicates
removal of western blot lanes; depicted lanes derive from same western blot but different
exposure times. E: Quantiﬁcation of protein levels from C and D. Mean ± SEM of n = 3 are
shown (∗p < 0.05, t-test).
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Figure 3.9 APP family ICDs are degraded by the proteasome and N-terminal ICD
residues are crucial for their steady-state levels. A: Western blot analysis of HEK cells
transfected with APP-Cit followed by six hours treatment with indicated concentration of
MG132, epoxomicin (EPX), or DMSO-control (−). APP-Cit transfected HEK cells treated with
DMSO or DAPT and AICD-Cit transfected cells were loaded to identify CTFs and AICD bands.
Membranes were probed with GFP antibody. Note that MG132 inhibits the proteasome and
at higher concentrations also γ-secretase, whereas epoxomicin is a speciﬁc proteasome
inhibitor. B: Western blot analysis of HEK cells transfected with APP-Cit, APLP1-Cit or
APP(VML646LLR)-Cit constructs followed by six hours of proteasome inhibition with 0.1µM
epoxomicin or DMSO-control (−) treatment. The membrane was probed with GFP antibody
and GAPDH was used as a loading control. In the absence of proteasome inhibition ICDs
derived from APP are clearly visible, but not ICD derived from APP(VML646LLR) and APLP1.
C: Quantiﬁcation of ICD levels from B. GAPDH protein levels were used to normalize ICD protein
levels. Mean ± SEM of n = 3 are shown (∗p < 0.05, t-test).
significantly increased the ICDs from APP-Cit, APP(VML646LLR)-Cit, and
APLP1-Cit to detectable levels (figure 3.9B). To exclude that the observed re-
duction of ICD derived from APP(VML646)LLR under steady-state conditions
is due to the relatively large citrine-tag, we repeated the experiment with
HA-tagged constructs. Steady-state levels of ICD from APP(VML646LLR)
were clearly reduced (figure 3.10A) and inhibition of the proteasome increased
ICD levels derived from both, APP and APP(VML646LLR). To exclude a cell-
line specific effect, experiments were repeated in N2a mouse neuroblastoma
cells. As in HEK cells, a clear reduction of steady-state levels of ICD from















































































Figure 3.10 Levels of AICD depend on its N-terminal residues. A:Western blot analysis
of HEK cells transfected with HA-tagged APP or APP(VML646LLR) and treated with 0.1µM
epoxomicin (EPX) or DMSO-control (−) for six hours. B: Western blot analysis of N2a cells
transfected with HA-tagged APP or APP(VML646LLR) and treated with 1µM epoxomicin or
DMSO-control (−) for six hours. C: Quantiﬁcation of AICD levels from B. Mean ± SEM of n =
4 are shown (∗p < 0.05, t-test). DAPT treated samples were loaded to clearly identify CTF and
AICD bands. c-jun was detected as positive control for inhibition of the proteasome. Dashed
line indicates removal of western blot lanes; depicted lanes derive from same western and
same exposure times are displayed.
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the proteasome completely restored ICD levels, even above wildtype levels (fig-
ure 3.10B–C). In addition to the housekeeping proteins GAPDH and α-tubulin,
c-junwas detected asmarker for inhibition of the proteasome as used previously
(Taylor et al., 2007). It has to be kept in mind that analysis of samples after
inhibition of the proteasome allows only indirect conclusions about the rate
of proteasomal degradation. Indeed, not proteasomal degradation but protein
synthesis is assessed. Incomplete inhibition of the proteasome or too short treat-
ment periods (i.e., before a new steady-state is established) can obstrude result
interpretation. Together, our results from HEK and N2a cells using different
APP and APP(VML646LLR) constructs clearly show reduced steady-state levels
of ICDs derived from APP(VML646LLR). Further, these results suggest that the
half-life differs between APP family ICDs due to different proteasomal degra-
dation efficacy that is dependent on the N-terminus generated after γ-secretase
cleavage. However, we can not exclude that other mechanism (e.g., lysosomal
degradation) have a different effect on AICD with different N-termini.
Next, we asked whether the localization of APP family ICDs that do not
form AFT-complexes is changed after inhibition of the proteasome. Both
APP(VML646LLR)-Cit and APP-AL1ICD-Cit, co-expressed with Fe65 and
Tip60, formed AFT-complexes when treated with epoxomicin (figure 3.11).



































Figure 3.11 Nuclear localization of APP family ICDs is regulated by proteasomal degra-
dation. Confocal ﬂuorescence images of HEK cells transfected with HA-Fe65, CFP-Tip60 and
co-transfected with APP(VML646LLR)-Cit (upper rows) or chimeric APP-AL1ICD-Cit (bottom rows)
mutation constructs with six hours epoxomicin (EPX; 0.1µM) or DMSO-control treatment. Note






Figure 3.12 AL1ICD and AL2ICD form AFT-complexes. DIC and confocal ﬂuorescence
images of HEK cells transfected with HA-Fe65, CFP-Tip60 and Cit-AL1ICD (top row) or Cit-AL2ICD
(bottom row). Note the nuclear localization of Al1ICD to nuclear complexes. Scale bars
represent 13µm.
nucleus and form AFT-complexes but under normal conditions AL1ICD is
degraded very quickly by the proteasome due to the identity of its N-terminal
residue. In line with this, we observe that AL1ICD with an N-terminal citrine-
tag—which might prolong its half-life—localizes to AFT-complexes when
co-expressed with Fe65 and Tip60 (figure 3.12A).
3.2.5 Regulation of AICD nuclear signaling by APLP1
We have shown that APLP1 does not signal to the nucleus but it nevertheless
binds to Fe65. Therefore, investigated the influence of APLP1 expression on the
nuclear signaling of AICD.We used a myc-tagged Tip60 to be able to co-express
cerulean and citrine-tagged APLP1 and APP. AICD derived from APP again
translocated to nuclear AFT-complexes in cells co-expressing Tip60 and Fe65
(figure 3.13). APLP1 bound to Fe65 with higher affinity than Tip60, as seen
by the relocalization of Fe65 away from Tip60 in the nucleus. Consequently,
co-expression of APLP1 together with APP, Fe65, and Tip60 prevented the
formation of nuclear AFT-complexes that are clearly seen in cells not expressing
APLP1 (figure 3.13; note that this experiment was performed by Zoë Goodger
and previously published in Goodger, 2009 and Gersbacher et al., 2013). These
results suggest that, although APLP1 does not directly signal to the nucleus, it
influences AICD nuclear signaling via the sequestration of Fe65.
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Figure 3.13 APLP1 expression prevents localization of AICD to AFT-complexes. Confocal
ﬂuorescence images of HEK cells transfected with HA-Fe65, myc-Tip60 and co-transfected with
APP-Cit (top row) APLP1-Cer (middle row) or both (bottom row). Note that AFT-complex forma-
tion (arrowhead) was ablated in cells expressing APP as well as APLP1 (arrows). Scale bars repre-




Although the APP family members share a high sequence homology and
undergo similar processing, different properties and functions of the three
proteins have been described (Kaden et al., 2009). Here, we provide further
experimental evidence for a distinct function of APLP1 among APP family
members, by reporting a unique nuclear signaling capability for the ICDs of
APP and APLP2, but not APLP1. Further, we identify sequence determinants
of AICD that are necessary for the formation of AFT-complexes.
We show that the ICDs released from APP and APLP2 localize together
with Fe65 and Tip60 to spherical nuclear AFT-complexes. In contrast, the ICD
released from APLP1 does not localize to the nucleus, although it is able to
bind Fe65. We demonstrate that nuclear localization of AL1ICD is prevented at
two steps of APLP1 processing. Firstly, slower turnover of full-length APLP1
compared toAPP results in lower levels of CTFs, which are the direct precursors
of ICDs. Secondly, sequence analyses of AICD and AL1ICD point towards
a increased proteasomal degradation of AL1ICD. Both steps ultimately and
independently result in lower levels of AL1ICD. Our results also indicate that,
although APLP1 does not signal directly to the nucleus, it has a regulatory
function in AICD nuclear localization.
The expression of full-length APP or APLP2, together with Fe65 and Tip60,
results in the translocation of their ICDs to nuclear AFT-complexes, which is
dependent on cleavage by γ-secretase (von Rotz et al., 2004). In contrast, the
ICD derived from APLP1 does not translocate to the nucleus. APLP1 binds
and sequesters Fe65 outside of the nucleus, while Tip60 remains localized in
nuclear speckles. These speckles represent a different nuclear compartment
to that occupied by nuclear AFT-complexes, which themselves are thought to
correspond to sites of transcription (Konietzko et al., 2010). Of note, AICD and
AL2ICD occupy the same nuclear sites as the transcriptional activator NICD
and interactions of AICD and NICD nuclear signaling have been described
(data not shown; Kim et al., 2011 ). This could indicate that similar genes are
regulated by the ICDs of APP and APLP2. In fact, the analysis of candidate
genes regulated by AICD has shown that neprilysin expression and activity
is reduced in fibroblasts derived from APP or APLP2 knockout mice and is
dramatically diminished in cells from double knockout mice (Pardossi-Piquard
et al., 2005). Likewise, for genes suppressed by AICD, as reported for LRP1, the
expression levels were even stronger in APP/APLP2-deficient cells compared
to single APP knockout cells (Liu et al., 2007). Taking this combined evidence
into account, these results point towards an exclusive function of APP and
APLP2 in transcriptional regulation.
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Using cell surface labeling of living cells and determination of protein half-
life time after cycloheximide-induced inhibition of translation, we show that
full-length APP and APLP2 have a clearly faster turnover than APLP1. The
stability of APLP1 is evident in different experimental settings and in stark
contrast to the rapid turnover of APP andAPLP2, whose rapid turnover kinetics
have also been reported in vivo (Lyckman et al., 1998). Investigation of the
nuclear signaling capabilities of chimeric APP/APLP1 proteins suggested that
nuclear signaling capability is an intrinsic property of the ICD sequence that is
present in APP but not in APLP1. We aligned the ICD sequences and identified
seventeen amino acids that are conserved between APP and APLP2 but differ
in APLP1. To identify sequence determinants for nuclear signaling capability
we individually or in combination exchanged all amino acids of AICD with
the corresponding APLP1 residues. Out of all single amino acid and motif
changes, only the exchange of the N-terminal amino acids VML to LLR ablated
nuclear signaling of AICD. APP(VML646LLR) binding to Fe65 and processing
by secretases were not disturbed, but the resulting ICD levels were significantly
lower than for the APP-derived ICDs, suggesting different degradation rates.
It has been reported that AICD is degraded by insulin-degrading enzyme
(IDE), the lysosomal pathway, and the proteasome, whereas degradation of
ALICDs have hardly been investigated (Buoso et al., 2010; Vingtdeux et al.,
2007). Here, we show that the ICDs of both APP and APLP1 are degraded by
the proteasome. Inhibition of proteasomal degradation by epoxomicin and
the concomitant increase in ICD levels resulted in the translocation of ICDs
derived from APP(VML646LLR) and the chimeric construct APP-ALICD to the
nucleus. Under normal conditions, the ICDs of these proteins are degraded
and do not reach the nucleus. However, ICDs released from APLP1, even with
epoxomicin treatment, did not translocate to the nucleus. This is likely because
of the slower turnover of APLP1, it accumulates to higher levels that bind and
sequester Fe65, making Fe65 thus unavailable for the transport of AL1ICD
to the nucleus. Together these results suggest that: (a) nuclear localization
is an intrinsic property of all APP family ICDs, (b) a certain threshold level
for ICDs has to be reached for nuclear translocation to occur, and (c) slow
turnover of full-length APLP1 sequesters Fe65, rendering it unavailable for
nuclear translocation of ICDs.
ICDs from APP, APP(VML646LLR), and APLP1 are degraded by the pro-
teasome, and steady-state ICD levels from APP(VML646LLR) and APLP1
are strongly reduced. These results suggest that the proteasomal degrada-
tion rate of ICDs is dependent on their N-terminal residues. Interestingly,
work by Alexander Varshavsky and colleagues has revealed a proteasomal
pathway—the N-end rule pathway of proteasomal degradation—in which the
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degradation of a protein is related to the identity of the protein’s N-terminal
residues (Varshavsky and Byrd, 1996). According to the N-end rule, leucine,
the N-terminal residue of APLP1, is a destabilizing residue, whereas valine
and methionine, the N-terminal residues of APP, are stabilizing. Since both,
APP and APLP1 are degraded by the proteasome and carry multiple lysine
residues that could potentially be ubiquitinated, it is possible that APP family
ICDs, as suggested previously (De Strooper and Annaert, 2010), are substrates
of the N-end rule pathway.
Walsh et al. (2003) reported higher stability for AL1ICD than AICD and
AL2ICD when ICDs were expressed as soluble forms. Similarly, we observe
nuclear signaling for ICDs of all three APP family members when ICDs are
expressed as soluble proteins. The apparent differences in localization for
AL1ICD derived from full-length APLP1 and soluble expressed AL1ICD are
not surprising since much higher levels of ICDs are obtained from soluble
expressed AL1ICD. Furthermore, we have shown that AL1ICD generated by
γ-secretase cleavage carries N-terminal residues that influence its degradation
rate. However, the expression of soluble ICDs necessitates the addition of a
methionine at the N-termini—for the start codon—that is likely to neutralize
the different degradation times of AICD and AL1ICD reported here.
Our results help to explain the profound effects seen in knockout mouse lines
of the APP protein family members. Animals deficient for APP and APLP2
die shortly after birth (von Koch et al., 1997; Heber et al., 2000). Knock-in
mice have been generated to identify the domain of APP responsible for these
effects. Mutation of the tyrosine residue preceding the NPxY motif (Tyr-682)
abolished Fe65 binding, and thus nuclear signaling by AICD (Barbagallo et al.,
2010). APP Y682G knock-in mice crossed to an APLP2 knockout strain were
found to be postnatally lethal with neuromuscular synaptic defects, resembling
APP/APLP2 double knockouts (Barbagallo et al., 2011). This points towards a
requirement for AICD/AL2ICD-mediated nuclear signaling in development,
a function that cannot be performed by APLP1. This is further supported by
the observation that knock-in of the sAPPα or sAPPβ ectodomains alone is not
sufficient to rescue the synaptic deficits of APP/APLP2 knockout mice (Li et al.,
2010; Weyer et al., 2011). Although the phenotypes in these mouse lines could
also originate from other aspects of APP biology—the Y682G knock-in has a
dramatically increased production of sAPPα and the sAPP knock-ins also lack
the Aβ sequence in addition to AICD—the current data combined with our
experimental evidence strongly supports a role of nuclear signaling by AICD
and AL2ICD in synapse formation that cannot be performed by AL1ICD.
We propose that AL1ICD does not have a direct physiological role in tran-
scriptional regulation, but through sequestration of Fe65 by APLP1 this family
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member might act as a repressor of AICD-mediated nuclear signaling. We
conclude that nuclear signaling is a prime function of the APP andAPLP2 ICDs.
Our results also caution the use of drugs inhibiting APP processing as treat-
ment for AD because of possible interference with APP/APLP transcriptional
function.
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Degradation of AICD Species
In this chapter, we examine proteasomal degradation of different AICD species
and evaluate a possible contribution of AICD species to AD pathology.
4.1 Introduction
APP is a central protein in the pathology of AD. Consecutive cleavage of APP
by β- and γ-secretase releases Aβ and AICD, which are both short, biologically
active peptides. Aβ is the main component of extracellular plaques in the
brains of AD patients and is thought to trigger a toxic cascade eventually
resulting in the development of AD (Hardy and Selkoe, 2002). For AICD in turn
multiple functions have been identified, most prominently its transcriptional
activity (Cao and Sudhof, 2001). γ-secretase cleavage of APP emerged to be
very complex and different Aβ and AICD species with potentially different
functions are produced.
Work pioneered by Yasuo Ihara and colleagues has revealed that γ-secretase
is cleaving APP at multiple positions in a regulated sequence, commonly
known as sequential γ-secretase cleavage (Qi-Takahara et al., 2005; see figure 4.1
for a schematic diagram of γ-secretase cleavage). The first cleavage takes place
at the -site in the juxtamembrane region of APP, resulting in the release of
AICD into the cytosol. In the following, γ-secretase moves along the protein
stub towards its N-terminus and cleaves after every 3rd to 4th amino acid. Final
cleavage takes place at theγ-site, releasingAβ from themembrane. Importantly,
cleavage at the individual sites displays some variety (figure 4.1). As a result
AICD and Aβ species of varying lengths are produced. The predominant
AICD species found is AICD50 that is produced by γ-secretase cleavage at
the 49-site.1 Additionally, longer AICD51 is produced by cleavage at the
1 For nomenclature of AICD species, wewill use the termsAICD50 andAICD51which denotes
their length in amino acids according to the nomenclature of Aβ-species. Other commonly
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Figure 4.1 Sequential γ-secretase cleavage of APP along different product lines pro-
duces AICD and Aβ species of different length. APP peptide sequence surrounding the
γ-secretase cleavage sites is depicted. γ-secretase cleavage follows predominantly the Aβ40
product line (green). In this case, initial cleavage at the 49-site releasing AICD50 is followed bycleavages at the ζ46-, γ43-, and γ40-sites, eventually releasing Aβ40. To a lesser extent—albeitan increase is observed by the majority of FAD mutations—γ-secretase cleavage follows the
Aβ42 product line (red). Here, initial cleavage at the 48-sites releasing AICD51 is followed bycleavages at the ζ45- and γ42-site, eventually releasing Aβ42. APP amino acids are labeledaccording to their position in the APP695 isoform. Cleavage sites of γ-secretase follow the
commonly used nomenclature according to their position in C99.
48-site. Multiple shorter AICD species (AICD49, AICD48, and AICD47) were
described however their levels were extremely low and subsequent studies
have failed to detect them (Gu et al., 2001; Dimitrov et al., 2013). For Aβ, the
predominant species detected is Aβ40, produced by γ-secretase cleavage at
the γ40-site. Longer Aβ42, which is assumed to be the principal toxic agent in
AD, is produced by cleavage at the γ43-site. Additionally, longer Aβ43, which
serves as a precursor of Aβ40, as well as shorter Aβ38, Aβ37, and Aβ34 are
often detected. Accumulating evidence suggests that the position of the initial
γ-secretase cleavage at the -site determines the positions of the subsequent
sequential cleavages. Accordingly, two major product lines, commonly known
as Aβ40 and Aβ42 product lines, have been identified (Chávez-Gutiérrez et al.,
2012). Cleavage along product lines implies that production of AICD and Aβ
species are inherently linked, i.e., AICD50 is accompanied by products of the
Aβ40 product line, which is foremost Aβ40 but also Aβ43 and Aβ37. AICD51
in turn is accompanied by Aβ42 and its cleavage products Aβ38 and Aβ34. See
figure 4.1 for a schematic illustration of sequential γ-secretase cleavage along
product lines.
Mutations in the genes encodingAPP and theγ-secretase subunits PSEN1 and
PSEN2 are known to cause AD. Unsurprisingly, no unifying diseasemechanism
found terms are AICD50-99 and AICD49 for AICD50, and AICD49-99 and AICD48 for
AICD51 according to their position in C99 and their cleavage site, respectively.
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for the approximately 300 described AD-causing mutations has been found.
Multiple studies have shown that partial loss-of-function ofγ-secretase cleavage
at the -site is observed in majority of FAD mutations, albeit not all of them. In
addition, detailed analyses of γ-secretase processing at the -site have revealed
that FAD mutations can result in a shift of γ-secretase processing towards the
Aβ42 product line (Sato et al., 2003; Chávez-Gutiérrez et al., 2012; Dimitrov
et al., 2013). It is well established that AD-causing mutations result in an
increase in the Aβ42-to-Aβ40 ratio. Because Aβ42 displays higher aggregation
potential and toxicity than Aβ40, increase in the Aβ42-to-Aβ40 ratio is thought
to drive disease progression. Interestingly, the described alterations of FAD
mutations can also affect AICD. While partial loss-of-function changes AICD
quantity (i.e., decreased total AICD levels), shift in product line alters the AICD
quality (i.e., increased AICD51). In contrast to Aβ species, metabolism and
function of different AICD species have so far been hardly addressed.
Few studies have investigated the mechanisms that result in degradation of
AICD. Edbauer et al. (2002) have identified the insulin degrading enzyme (IDE)
as aAICDdegrading enzyme, whichwas confirmed by later studies (Farris et al.,
2003; Buoso et al., 2012). Degradation by the lysosomewas shown by Vingtdeux
et al. (2007). Cupers et al. (2001) have shown that synthetic peptides of longer
AICD forms (AICD57, AICD59) do not undergo proteasomal degradation.
However, the relevance of these findings is not clear because AICD species
of these lengths were never detected and are probably not generated by γ-
secretase cleavage or any other processing. In contrast, Nunan et al. (2003) show
degradation of a peptide corresponding to the last twenty amino acids of APP in
in vitro proteasome assays. In chapter 3, we show that also AICD derived from
APP by physiological γ-secretase cleavage undergoes proteasomal degradation.
Our experiments that compare proteasomal degradation of ICDs of APP family
proteins, suggest that the N-terminal amino acids are determining proteasomal
degradation. Importantly, we further show that regulation of AICD levels by
proteasomal degradation is linked to its presumed transcriptional function
in AFT-complexes. However, to the best of our knowledge, no study has
investigated degradation of specific AICD species separately.
The ubiquitin-proteasome system (UPS) is the major mechanism for selective
protein degradation and thus essential for cellular functioning (Ciechanover,
1994). Theproteasome is a large,multi-subunit protein complex that is primarily
responsible for protein degradation (Ciechanover, 2013). In eukaryotes the
proteasome is composed of the 20S core particle and the 19S regulatory
particle. The 19S regulatory particle recognizes substrate proteins, unfolds
them, and inserts them into the 20S core particle. The 20S core particle is
a barrel-like structure with multiple proteolytic sites in its central chamber
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that conducts the actual protein degradation. The most prominent substrate
recognition signal for the proteasome is polyubiquitination. The seventy-
six amino acid peptide ubiquitin is attached to substrate proteins by the
interplay of E1 Ub-activating, E2 Ub-conjugating, and E3 Ub-ligase enzymes
(Ub abbreviates ubiquitin). Ubiquitin bound to a substrate can itself be
ubiquitinated, resulting eventually in the formation of a polyubiquitin chain.
Different ubiquitination pathways exist, which are divided according to their
mode of substrate recognition (Ravid and Hochstrasser, 2008). In regular
ubiquitination, E3 Ub-ligase enzymes recognize substrate proteins via specific
structures or specific post-translational modification (PTM) patterns (e.g.,
phosphorylation). The N-end rule pathway in contrast is a specific proteasomal
degradation pathway in which the identity of the N-terminal residue of a
protein determines the protein’s stability (Bachmair et al., 1986). In the N-end
rule pathway the substrate’s N-terminus is directly recognized by specific E3
Ub-ligase enzymes, the N-recognins, which ubiquitinate substrate proteins and
by this means mark them for degradation. Four functional N-recognins (UBR1,
UBR2, UBR4, and UBR5) have been identified in the mammalian genome.
N-recognins recognize and bind only specific N-terminal amino acids and,
accordingly, the twenty naturally-occurring amino acids have stabilizing or
destabilizing function if at the N-terminal position of a protein—see table 4.1
for a list of all amino acids and their function in the N-end rule pathway. Recent
studies have indicated that destabilizing residues can be further subdivided in
type 1 and type 2 destabilizing residues due to their recognition by structurally
different but functionally similar domains of N-recognins. The UBR box, which
is present in all four functional N-recognins, binds type 1 residues which are
basic amino acids (Sriram et al., 2011). Type 2 residues in contrast are bulky
and hydrophobic amino acids and are recognized by the N-domain, which was
only found in UBR1 and UBR2. However, experimental evidence has suggested
that also UBR4 is important for degradation of proteins with N-terminal type
2 residues, thus cautioning a general residue-to-domain allocation (Tasaki
et al., 2005; Sriram et al., 2011). The N-end rule pathway is of particular
importance for proteolysis-generated peptides since they can carry other N-
terminal residues than the start codon–derived methionine (Varshavsky, 2011).
Multiple functions of the N-end rule pathway have been described, including
regulation of cardiac signaling and neurogenesis (for review see Tasaki and
Kwon, 2007). A recent study has highlighted the role of N-end rule degradation
of proteolytic fragments in various neurodegenerative diseases (Brower et al.,
2013) and the essential function of the N-end rule pathway is also underlined
by the embryonic lethality of mice deficient for the N-recognins UBR1 and
UBR2 (An et al., 2006).
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Table 4.1 Classiﬁcation of amino acids according to their function in N-end rule protea-
somal degradation. In N-end rule proteasomal degradation the N-terminal amino acid of a
protein can have either stabilizing of destabilizing function. Destabilizing residues can be further
subdivided into type 1 (basic) and type 2 (bulky, hydrophobic) residues that are recognized by
different domain of N-recognins, the UBR-box and N-domain, respectively.
Function Amino acid
Stabilizing Alanine, methionine, proline, serine, threonine, valine
Type 1 destabilizing Arginine, asparagine, aspartic acid, cysteine, glutamic acid, glutamine,
glycine, histidine, lysine
Type 2 destabilizing Isoleucine, leucine, phenylalanine, tryptophan, tyrosine
We have shown in chapter 3 that AICD is degraded by the proteasome and,
importantly, that the N-terminus of AICD is crucial for its stability (Gersbacher
et al., 2013). Interestingly, the two AICD species generated by γ-secretase
processing of APP, AICD50 and AICD51, carry N-terminal residues that fall
in different categories of the N-end rule. Valine, the N-terminal residue of
AICD50, is a stabilizing residue. Leucine, the N-terminal residue of AICD51, in
contrast, is a destabilizing residue and could thus mediate faster proteasomal
degradation. However, experimental evidence for a role of the N-end rule
pathway in degradation of AICD species is lacking. The aim of this study
is, therefore, to investigate whether AICD species are differently regulated
by the N-end rule pathway and whether such a regulation could influence
transcriptional activity of AICD. We further aimed to explore whether shifting
the product line preference of γ-secretase—as it is the case by AD-causing
mutations—could result in decreased total AICD levels due to the increased
production of a potentially unstable AICD species and influence transcriptional
function of AICD.
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4.2 Results
4.2.1 Construction and validation of ubiquitin-fusion plasmids
Proteins that undergo degradation by the N-end rule pathway are normally
derived from pro-N-end rule substrates by proteolytic cleavage. This cleavage
exposes the N-terminus of N-end rule substrates, which are then targeted
by N-end rule pathway-specific E3 Ub-ligase enzymes, the N-recognins. For
studying N-end rule substrates, it is desirable to examine their catabolism
and function independently of preceding proteolytic cleavages. However,
protein expression from regular plasmids results in proteins with N-terminal
methionine due to the necessity of a start codon for initiation of ribosomal
translation. Methionine is a stabilizing residue in terms of the N-end rule, and
its N-terminal addition would mask the normal processing of an N-end rule
substrate. A way to circumvent the addition of N-terminal methionine is thus
needed for expression of N-end rule substrates.
The ubiquitin-fusion (Ub-fusion) technique allows the expression of proteins
without N-terminal start codon–derived methionine (Bachmair et al., 1986;
Lévy et al., 1996). The technique is based on the way ubiquitin is encoded
and processed in most higher eukaryotes (figure 4.2A; Kimura and Tanaka,
2010). Multiple ubiquitin-encoding sequences follow each other in a head-
to-tail configuration without interruption, resulting thus in the expression of
a linear polyubiquitin chain. However, immediately after translation of the
polyubiquitin chain—also referred to as co-translationally—deubiquitinating
enzymes (DUBs) recognize and cleave precisely at the border of two ubiquitin
moieties, thus releasing separate ubiquitin moieties. Bachmair et al. (1986)
show that a protein of interest (POI) fused in frame to the C-terminus of
ubiquitin is rapidly separated from ubiquitin. Due to the precise cleavage at
the C-terminus of a ubiquitin moiety the technique allows the expression of
POIs with desired N-termini.
Ub-fusion constructs of AICD50 and AICD51 were prepared with C-terminal
citrine or HA-tag. Ub-AICD50-Cit and Ub-AICD50-Cit constructs were ex-
pressed in HEK cells to test expression of Ub-fusion proteins and cleavage by
DUBs. Ubiquitin is successfully removed from Ub-AICD-Cit as indicated by
a major GFP-positive band at same height as regular-expressed AICD50-Cit
(figure 4.2B compare lane two and four). AICD50-Cit from both, regular and
Ub-fusion construct, were detected at approximately 7 kDa above GFP, the
expected difference by the AICD-linker fusion (figure 4.2B compare lane two
and four to lane three). Aweak GFP-positive bandwas observed approximately




































































Figure 4.2 Ub-fusion technique allows expression of proteins with desired N-termini.
A: Schematic illustration of the Ub-fusion techniques. Ubiquitin is encoded in the mammalian
genome as tetramer (UBB). Upon expression, DUBs co-translationally and precisely separate
ubiquitin moieties. Fusion of a POI (e.g., GFP) to the N-terminus of a ubiquitin moiety results
in exposure of a desired N-terminal residue of the POI (here X) after removal of ubiquitin.
B:Western blot analysis of HEK cells non-transfected (n.t.; lane 1), or transfected with citrine-
tagged AICD50 with normal N-terminal methionine (AICD50-Cit; lane 2), Ub-fusion construct–
derived GFP (Ub-GFP; lane 3), or AICD50-Cit fused at its N-terminus to ubiquitin (Ub-AICD50-
Cit; lane 4). For both AICD-expressing constructs major GFP-positive bands were detect on
same height, indicating that ubiquitin is successfully removed co-translationally. Dashed line
indicates removal of western blot lanes; depicted lanes derive from same western blot and
same exposure times are displayed. C: Western blot analysis of HEK cells non-transfected
(n.t.; lane 1), or transfected with C-terminally HA-tagged Ub-fusion constructs of AICD50 (Ub-
AICD50; lane 2) or AICD51 (Ub-AICD51; lane 2). A clear band in the sample expressing Ub-fusion
construct of AICD50with a AICD50neo antibody conﬁrms precise removal of the ubiquitinmoiety
(upper panel). An antibody recognizing all AICD species (middle panel) and α-tubulin (bottom
panel) conﬁrm similar expression of AICD species and similar protein loading, respectively.
Western blot was processed to enhance detection of AICD as described in Material and Methods
(Pimplikar and Suryanarayana, 2011).
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fraction of Ub-AICD-Cit remained uncleaved. Usage of Ub-fusion constructs
did not lead to a overt increase in total protein ubiquitination (figure 4.2A
bottom panel). These results confirm that AICD expression from Ub-fusion
constructs and processing by DUBs is working.
To test whether cleavage ob Ub-fusion constructs by DUBs is precise—and
is thus suitable for the expression of specific AICD species—an antibody
recognizing exclusively AICD50 (AICD50neo) was used. Previous studies
have shown that the AICD50neo antibody does not detect other AICD species,
full-length APP, or other APP fragments (Chávez-Gutiérrez et al., 2012). HA-
tagged Ub-fusion constructs of AICD50 and AICD51 (Ub-AICD50-HA and
Ub-AICD51-HA) were expressed in HEK cells. Western blots were prepared
and probed with AICD50neo antibody. A strong band was detected in samples
expressing AICD50 at approximately 11 kDa, the expected height of HA-tagged
AICD50. No signal was observed in AICD51-expressing samples. An antibody
recognizing the C-terminus of AICD was used to show a similar expression
of AICD50 and AICD51 (figure 4.2C middle panel). Together, these results
show that the Ub-fusion technique allows efficient and reliable expression of
specific AICD species. This technique thus allows us to investigate degradation
and function of different AICD species separately from APP processing by
γ-secretase. Importantly, the AICD Ub-fusion constructs allow us to investigate
naturally-occurring AICD species, without a artificial start codon–derived
methionine used in previous studies.
4.2.2 Proteasomal degradation of AICD species
We aimed to determine whether AICD species undergo different proteasomal
degradation. Ub-fusion constructs of AICD50 and AICD51 were expressed
in HEK cells and treated with proteasomal inhibitor (figure 4.3A and B). We
observed that AICD51 showed significantly lower levels under DMSO control
conditions than AICD50. Both AICD species increased after inhibition of the
proteasomewith epoxomicin. In contrast to the control conditions, no difference
in AICD50 and AICD51 levels was observed after treatment with 1µM epox-
omicin. This means that the apparent differences of AICD50 and AICD51 were
repealed by inhibiting the proteasome. In turn we can conclude that AICD51
undergoes faster proteasomal degradation than AICD50. Treatment with a
lower concentration of epoxomicin (0.1µM) resulted in lower levels of AICD50
than treatment with 1µM, demonstrating that 0.1µM epoxomicin resulted in
an incomplete inhibition of the proteasome. Interestingly, incomplete inhibition
with 0.1µM epoxomicin was not sufficient to restore levels of AICD51 levels to
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Figure 4.3 AICD51 displays faster proteasomal degradation than AICD50. A: Western
blot analysis of HEK cells transfected with HA-tagged Ub-fusion constructs expressing AICD50
or AICD51 and treated with the indicated concentration of epoxomicin (EPX) or DMSO-control
(−) for four hours. B: Quantiﬁcation of protein levels from A. Mean ± SEM of n ≥ 3 are shown
(∗p < 0.05, t-test). C: Analysis of LDH release from HEK cells treated with different epoxomicin
concentrations. LDH release from DMSO-treated cells was set as zero cytotoxicity. D:Western
blot analysis of HEK cells stably expressing HA-tagged Ub-fusion constructs of AICD50 and
AICD51 and treated with MG132 or DMSO-control (−) for four hours.
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turnover of AICD51 than AICD50. Incomplete inhibition of the proteasome
with 0.1µM epoxomicin is also evident by levels of the control protein c-jun,
which also increase further by the application of 1µM epoxomicin. Conversely
higher rate of proteasomal degradation of AICD51, was thus also resulting
under conditions of residual proteasome activity in lower levels of AICD51
than AICD50.
Cytotoxicity of the used concentration of epoxomicin was analyzed to exclude
that AICD levels are influenced by cell-death-related mechanisms. Release of
the cytosolic lactate dehydrogenase (LDH) fromdamaged cellswasmeasured as
amarker for cytotoxicity and cytolysis. Epoxomicin did not display significantly
altered LDH release in the tested range of 3.3 nM to 10µM (figure 4.3C).
Next, we generated HEK cells stably expressing Ub-fusion constructs of
AICD50 and AICD51 by lentivirus-mediated genomic integration. Similar to
transiently transfected cells, AICD51 levels were clearly lower than AICD50
levels in DMSO-control conditions (figure 4.3D). Treatment with the protea-
somal inhibitor MG132 increased levels of both AICD species, albeit AICD51
levels were not restored entirely. It should be kept in mind that the generally
lower AICD species levels are indicative for a slower expression rate of AICD
species in stable cells than in transient transfection. Thus, it is possible that the
duration of MG132 treatment was not sufficient to restore new AICD species
steady-state levels.
Im summary we show that AICD species are degraded by the proteasome.
We also show repeatedly reduced AICD51 levels under control conditions,
which disappeared after complete blockage of the proteasome. Together our
results strongly suggest that AICD51 undergoes faster proteasomal turnover
than AICD50 and support our hypothesis that AICD species are degraded by
the N-end rule proteasomal degradation.
4.2.3 Mechanism of AICD proteasomal degradation
The role of AICD’s lysine residues
To better understand the mechanism of proteasomal degradation of AICD,
we aimed to identify potential sites of ubiquitination that are important for
proteasomal degradation. Ubiquitination is the most prevalent signal for
proteasomal degradation, and lysine residues are the most prevalent sites
for ubiquitination (Kravtsova-Ivantsiv and Ciechanover, 2012). The amine
group of lysine residues is used in this process by E3 Ub-ligase enzymes to
form an isopeptide bond with the carboxyl group of the C-terminal glycine
(G76) of ubiquitin (Pickart, 2001). AICD harbors in total five lysine residues
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(figure 4.4A). Three lysine residues are clustering in the N-terminal region of
AICD (K649–651), of which K650 is conserved in all three APP family members.
Interestingly, this lysine-rich stretch is directly following the N-terminal VML
sequence that we have previously shown to be important for AICD levels and
AFT-complex formation (see chapter 3). The two other lysine residues (K676
and K688) are surrounding the NPxY motif, which is important for binding of
adaptor protein such as Fe65. Previous studies have shown ubiquitination of
APP at K649–K651 (Morel et al., 2013), K651 (Watanabe et al., 2012), and K688
(El Ayadi et al., 2012). However, no study has related ubiquitination of AICD
residues to its proteasomal degradation.
To prevent potential ubiquitination of AICD, lysine residues were substituted
by arginine residues that have otherwise similar physiochemical properties
(i.e., size, pK, positive charge). We reasoned that APP with lysine-to-arginine
substitutions of ubiquitination sites that are indispensable for proteasomal
degradation of AICD would result (i) in higher steady-state levels of AICD and
(ii) do not show increase in AICD levels upon inhibition of the proteasome.
Because of its partial conservation and prior evidence for ubiquitination by
Watanabe et al. (2012) and Morel et al. (2013), we started lysine-to-arginine
replacements with the N-terminal lysine residues. C-terminal citrine-tagged
APP(KKK649-651RRR) was cloned by SDM and expressed in HEK cells. AICD
derived from APP(KKK649-651RRR) showed decreased steady-state levels
compared to wildtype APP-derived AICD (figure 4.4B). Furthermore, the
substitution of N-terminal lysine residues did not ablate AICD accumulation
upon inhibition of the proteasome. Thus, despite its prominent position in
proximity to the N-terminus, KKK649-651 appears not to play a role in pro-
teasomal degradation of AICD. We next substituted all five lysine residues
within the C-terminal domain of APP by arginine residues—APP(KKK649-
651RRR, K676R, K688R) abbreviated to APP(5KR). Citrine-tagged APP(5KR)
was expressed in HEK cells and treated with epoxomicin (figure 4.4C). Ad-
ditionally, APP-transfected and DAPT-treated, as well as AICD-transfected
protein samples were loaded to western blots to unequivocally identify AICD.
Similar to the observations with APP(KKK649-651RRR), APP(5KR)-derived
AICD accumulated after treatment with epoxomicin.
Formally, the fluorescence-tag of APP used in the experiments could be
ubiquitinated and mediate proteasomal degradation of AICD. Dantuma et al.
(2000) have previously shown that GFP accumulates after inhibition of the
proteasome, and GFP and derivatives (e.g., citrine) carry multiple lysine
residues that could theoretically be ubiquitinated. An Ub-fusion construct of
GFP, similar to that used by Dantuma et al. (2000), was expressed in HEK cells
and treated with epoxomicin (figure 4.4D). However, we could not observe
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accumulation of GFP after inhibition of the proteasome. Further, no higher
molecular weight forms of GFP—that could be indicative of ubiquitination—
were detected, together arguing against a degradation of GFP and derivatives
by the UPS. To conclusively exclude that AICD derived from wildtype APP
and APP(5KR) is degraded by the proteasome due to an ectopic ubiquitination
in the fluorescence-tag, citrine was replaced by an HA-tag, which does not
carry lysine residues. HA-tagged APP(5KR) was expressed in HEK cells and
treated with two different proteasome inhibitors. Proteins samples were loaded
on western blot together with APP-transfected and DAPT-treated samples to
identify AICD (figure 4.4E). Similar to our observation with citrine-tagged
APP(5KR), inhibition of the proteasome resulted also in accumulation of AICD
levels derived from HA-tagged APP(5KR), which is not carrying any lysine
residues.
The most prominent function of lysine ubiquitination is to mark proteins
for degradation by the proteasome. However, lysine ubiquitination can also
modify functions and localization of a protein. For APP, Morel et al. (2013)
have shown that ablation of ubiquitination by the KKK649RRR substitution
resulted in altered subcellular sorting of APP. Whether these changes in APP
localization, subsequently also result in different localization of AICD is not
known. Therefore, we asked whether localization of AICD to nuclear AFT-
complexes is dependent on a potential ubiquitination on lysine residues. HEK
cells were transfected with Fe65, Tip50, and APP(5KR) or wildtype APP and
formation of AFT-complexes was analyzed by confocal microscopy (figure 4.5).
Similar to wildtype APP-derived AICD, AICD derived from APP(5KR) formed
nuclear AFT-complexes and no overt differences in localization were observed.
Figure 4.4 Lysine residues of AICD are dispensable for its proteasomal degradation.
A: Schematic diagram of AICD peptide sequence and potential ubiquitination sites. Lysine
residues are indicated in red. Non-lysine residues and N-terminal residues that can potentially
be ubiquitinated are indicated in yellow and green, respectively. B:Western blot analysis of
HEK cells transfected with citrine-tagged wildtype APP or APP(KKK649RRR) and treated with
epoxomicin (EPX) or DMSO-control (−). C:Western blot analysis of HEK cells transfected with
citrine-tagged wildtype APP and APP(5KR) and treated with epoxomicin or DMSO-control (−).
DAPT-treated APP and AICD-Cit samples were loaded to unequivocally identify AICD bands.
D:Western blot analysis of HEK cells transfected with Ub-fusion construct of GFP and treated
with epoxomicin or DMSO-control (−). E:Western blot analysis of HEK cells transfected with
HA-tagged wildtype APP and APP(5KR) and treated with epoxomicin, MG132, or DMSO-control
(−). 16% Tricine gel was used. Dashed line indicates removal of western blot lanes; depicted
lanes derive from same western blot and same exposure times are displayed. Epoxomicin
(0.1µM) and MG132 (1µM) treatment was done for six hours.
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Figure 4.5 Lysine residues of AICD are dispensable for formation of AFT-complexes. Con-
focal ﬂuorescence images of HEK cells transfected with HA-Fe65, CFP-Tip60, and APP-Cit (top
row) or APP(5KR)-Cit (bottom row). Note the formation of spherical AFT-complexes in the
nucleus of cells transfected with APP or APP(5KR). Scale bars represent 13µm.
In summary, our results from lysine-to-arginine substitutions show that
lysine residues of AICD are dispensable for its proteasomal degradation,
overall localization and the formation of AFT-complexes. Our results explicitly
exclude that the mechanism of proteasomal degradation of AICD takes place
by ubiquitination of lysine residues.
Ubiquitinated forms of AICD
Ubiquitination of lysine residues is the predominant signal for substrate recogni-
tion and degradation by the proteasome (Kravtsova-Ivantsiv and Ciechanover,
2012). However, also other residues have been shown to act as ubiquitin
acceptor sites. Described non-lysine ubiquitination sites are cysteine, serine,
and threonine residues as well as the α-NH2 group of the N-terminal amino
acid of a protein. Although only few reports of non-lysine ubiquitination
exist and it is therefore thought to play only a minor role, the possibility of
non-lysine-mediated proteasomal degradation of AICD species must be taken
into account. AICD harbors five potential non-lysine ubiquitination sites,
which are three threonine residues and two serine residues (figure 4.4A). Most
of these residues are embedded in the conserved motifs of AICD that mediate
several functions of AICD and APP (see section 1.3 for AICD motifs and their
function). An arginine replacement approach would likely interfere or disturb










































































Figure 4.6 AICD is not ubiquitinated. A: Western blot analysis of HEK cell lysates trans-
fected with N-terminally HA-tagged ubiquitin (HA-Ub). HA-tagged monoubiquitin is detected at
approximately 10 kDa. HA positive bands indicate that HA-tagged ubiquitin is used for protein
ubiquitination. B: Western blot analysis of HEK cell lysates transfected with citrine-tagged
Ub-fusion construct expressing AICD51 and HA-Ub and subjected to immunoprecipitation with
GFP antibody. Cells were treated for four hours with MG132 prior to harvest. C: Western
blot analysis of HEK cell lysates transfected with citrine-tagged APP and HA-Ub and subjected
to immunoprecipitation with AICDneo antibody. Cells were treated for four hours with 1µM
epoxomicin prior to harvest. Dashed line indicates removal of western blot lanes; depicted
lanes derive from same western blot.
analyze overall AICD ubiquitination—assessing both lysine and non-lysine
residue ubiquitination—by immunoprecipitation.
Ubiquitin is bound to substrates by covalent attachment and is thus not
removed in SDS-PAGE-based western blots. A plasmid encoding ubiquitin
with N-terminal HA-tag (HA-Ub) was used for convenient detection of ubiquiti-
nation. Western blot analysis of HA-Ub expressed in HEK cells revealed a band
at approximately 10 kDa, corresponding to HA-tagged soluble monoubiquitin
(figure 4.6A). Additionally, an HA-tag positive smear, typically observed for
protein ubiquitination, was detected, indicating effective expression of HA-Ub
and its attachment to target proteins.
Citrine-tagged AICD51 was co-expressed with HA-Ub and treated with
MG132 to inhibit proteasomal degradation and accumulate potential ubiquiti-
nated forms of AICD. Samples were harvested in lysis buffer supplemented
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with inhibitors of DUBs and the proteasome (RIPA-Ub) to prevent ubiquitin
removal and degradation of ubiquitinated forms. AICD51 was immunopre-
cipitated with an antibody recognizing the fluorescence-tag. Analysis of
lysates clearly shows that both proteins, AICD51 and HA-Ub were expressed
(figure 4.6B). Eluate probed against AICD51 clearly indicated its successfull
immunoprecipitation. However, no HA-tag positive signal was detected in the
eluate, indicating that AICD51 is not ubiquitinated.
It is possible that localization and/orproximity to themembrane are necessary
for ubiquitination of AICD. To exclude that localization of Ub-fusion construct–
derived AICD prevents its ubiquitination, immunoprecipitation was also
done with APP-derived AICD. APP-Cit and HA-Ub were expressed in HEK
cells and AICD50neo antibody, exclusively recognizing AICD50, used for
immunoprecipitation. Although eluate probed with AICD50neo detected a
protein smear, no HA-positive signal was observed (figure 4.6C).
In summary, no ubiquitinated forms of AICD were detected in immunopre-
cipitation experiments. These result suggest that proteasomal degradation of
AICD is independent of ubiquitination. However, it should be noted that only
minor fractions of a protein are normally ubiquitinated and proteasomal degra-
dation of ubiquitinated proteins is very fast. Therefore, levels of ubiquitinated
forms of a protein are often marginal and difficult to detect. Thus the absence
of detected ubiquitinated forms is suggestive but not sufficient to refuse a role
of ubiquitination and further experiments are required.
The role of E1 ubiquitin-activating enzymes for AICD degradation
To corroborate our findings from immunoprecipitation, we aimed to investigate
the role of the ubiquitination machinery in the regulation of AICD. Protein-
ubiquitination is mediated by the concerted actions of E1 Ub-activating, E2
Ub-conjugating, and E3 Ub-ligase enzymes. In humans more than fifty E2
Ub-conjugating and more than 500 E3 Ub-ligase enzymes are encoded. In
contrast, only eight E1 Ub-activating enzymes are described and, importantly,
only two of those activate ubiquitin, while the others activate ubiquitin-like
proteins (Schulman and Harper, 2009). UBA1 is the major ubiquitin activating
enzyme but in particular in development a second enzyme, UBA6, can activate
ubiquitin. The low numerical redundancy of E1 Ub-activating enzymes (in
contrast to E2 Ub-conjugating and E3 Ub-ligase enzymes), makes them a
suitable target for our investigations. Additionally, previous studies have
shown the utility of siRNA-mediated knockdown of E1 Ub-activating enzymes.
Lee et al. (2011) for example have shown that siRNA-mediated knockdown of
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UBA1/UBA6 results in accumulation of proteins that would otherwise undergo
degradation by the UPS.
We have ordered siRNA against UBA1 and UBA6 and transfected them into
HEK cells (figure 4.7A). Efficient knockdown of both enzymes, individually
and in combination, was observed and reached approximately 94% and 85%
for UBA1 and UBA6, respectively (figure 4.7A). To test a role of UBA1 and
UBA6 in the regulation of AICD, siRNA were transfected into HEK cells
transiently expressing different AICD species (figure 4.7B). We reasoned that if
proteasomal degradation of AICD is ubiquitin-dependent, knockdown of the
E1 Ub-activating enzymes would result in an increase in AICD levels. However,
we did not observe an increase for either AICD species, rather a slight reduction
of AICD levels after E1 Ub-activating enzyme knockdownwas observed, which,
however, did not reach significance (figure 4.7C). Our results thus suggest that
proteasomal degradation of AICD species is ubiquitination-independent.
To complement genetic ablation of E1 Ub-activating enzymes, pharmacolog-
ical inhibition was envisaged with the commercially UBA1 inhibitor PYR41
(Yang et al., 2007). However, paradoxically, previous studies have reported
an increase in total protein ubiquitination upon PYR41 treatment, which is
probably due to off-target inhibition of DUBs (Kapuria et al., 2011). Unfortu-
nately, accumulation of total protein ubiquitination was also observed in our
experimental system (figure 4.7D). Because normal function of DUBs is essential
for processing of Ub-fusion constructs—used to express AICD species—PYR41
is not suitable for our experiments and hence experiments using this inhibitor
were aborted.
4.2.4 The role of N-domain-containing N-recognins in proteasomal
degradation of AICD
N-recognins are the central enzymes in theN-end rule pathway. They recognize
theN-terminal residues of N-end rule substrates andmediate their proteasomal
degradation. N-recognins contain specific domains for substrate recognition,
that are the UBR box and the N-domain, which recognize type 1 and type 2
destabilizing residues, respectively (see also table 4.1). The N-domain, which
recognizes type 2 destabilizing residues is only conserved in UBR1 and UBR2.
To test whether N-recognins mediate proteasomal degradation of AICD species,
we obtained UBR1/2 dKO MEFs from Yong Tae Kwon. Lentivirus expressing
a Ub-fusion construct of AICD51 was prepared and used for infection of
wildtype and UBR1/2 dKO MEFs (figure 4.8A). Cycloheximide was used to
inhibit protein synthesis for indicated times and, thus, permit calculation of
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Figure 4.7 Knockdown of E1 Ub-activating enzymes does not stabilize AICD species.
A:Western blot analysis of HEK cells transfected with siRNAs directed against UBA1 and UBA6 or
control siRNA (Ctrl). Both E1 Ub-activating enzymes, UBA1 and UBA6, are eﬃciently decreased
by siRNA-mediated knockdown, individually and combined. B:Western blot analysis of HEK
cells transfected with Ub-fusion constructs expressing AICD50 and AICD51 and siRNA directed
against UBA1 and UBA6 or control-siRNA (Ctrl). C: Quantiﬁcation of AICD levels from B. No
signiﬁcant change in AICD50 and AICD51 was observed after combined knockdown of UBA1
and UBA6. Mean ± SEM of n = 3 are shown (∗p < 0.05, t-test). D:Western blot analysis of HEK
cells treated with the E1 Ub-activating enzyme inhibitor PYR41 or DMSO-control (−). Treatment
with PYR41 increased total ubiquitinated protein, likely because of inhibitory function on DUBs.
Dashed line indicates removal of western blot lanes; depicted lanes derive from same western















































Figure 4.8 Knockdown of N-domain-containing N-recognins does not stabilize AICD
species. A: Western blot analysis of wildtype and UBR1/2 dKO MEF lysates infected with
Ub-fusion construct expressing AICD51 and treated with cycloheximide (CHX) for the indicated
time. AICD51 was detected with HA-tag antibody. α-tubulin and GAPDH were probed to
show equal protein loading and are detected at approximately 50 kDa and 40 kDa, respectively.
B: Quantiﬁcation of AICD51 levels from A. Mean ± SEM of n = 3 are shown for each time point.
Data was ﬁtted to exponential functions by the least square approach. R2(WT) = 1.0; R2(UBR1/2
dKO) = 0.99.
the half-live of AICD51 in both cell lines. Wildtype and UBR1/2 dKO cells
did not display different half-live of AICD51, which was approximately 38min
in wildtype and approximately 38min in UBR1/2 dKO cells (figure 4.8B). We
could also not detect differences in steady-state levels of AICD51 in wildtype
and UBR1/2 dKOMEFs—though steady-state comparison between different
cell lines have to be considered with caution, because infection efficiency
between cell lines could vary considerably. Together, our data suggest that
different proteasomal degradation is not mediated by N-domain-containing
N-recognins. From the data presented here, we can not exclude that other
N-recognins are involved in the degradation of AICD species. Interestingly,
Tasaki et al. (2005) show that, in addition to UBR1/2, UBR4 might have a role
in degradation of proteins with type 2 destabilizing residues, though UBR4
does not contain an N-domain. Therefore, it is likely that the N-domain is not
the only domain mediating degradation of proteins with type 2 destabilizing
residues.
4.2.5 The role of AICD binding proteins in AICD degradation
Theoretically, the accumulation of AICD upon proteasomal inhibition that we
observed could be a result of decreased proteasomal degradation of a AICD-
stabilizing factor. Therefore, we aimed to show that AICD itself is degraded
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Figure 4.9 Binding of proteins to the YENPTY-domain of AICD is dispensable for its pro-
teasomal degradation. Western blot analysis of HEK cells transfected with HA-tagged wildtype
APP or APP(NPTY–NATA) and treated with epoxomicin (EPX; 0.1µM) or DMSO-control (−) for six
hours. Non-transfected sample (n.t.), DAPT-treated APP, and AICD (Ub-AICD50-HA construct)
samples were loaded to unequivocally identify CTF and AICD bands. Dashed line indicates re-
moval of western blot lanes; depicted lanes derive from same western blot and same exposure
times are displayed.
by the proteasome. Within the C-terminal domain of APP, the majority of
described protein interactions takes place at the YENPTY domain harboring
the NPxY motif (for a review of AICD binding partners see Muller et al., 2008).
These interactions at the YENPTY domain include Fe65 and Fe65-like proteins,
which were shown to be ubiquitinated and are suggested to be degraded by the
proteasome (Lee et al., 2009). But also other proteins, which were suggested to
mediate a function of AICD, as for example the Mint and JIP protein families
bind to the YENPTY domain.
To abrogate protein binding and thus investigate a potentially stabilizing
function of binding partners, we used a mutation of the NPxY motif. Previ-
ous publications have shown that the APP(NPTY-NATA) mutation abrogates
protein binding to this site (Cao and Sudhof, 2001; see also figure 3.8A for
immunocytochemical analysis of Fe65.) HA-tagged APP(NPTY-NATA) and
wildtype APP were transfected into HEK cells and treated with proteasomal
inhibitor (figure 4.9). DAPT-treated APP and AICD samples were loaded to
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Figure 4.10 APP FADmutations dramatically decrease AICD levels. A:Western blot anal-
ysis of HEK cells transfected with wildtype APP (WT) or APP harboring the T639I (Austrian, AT),
V639F (Indiana, IN), or K649N (Belgian, BE) mutation (all HA-tagged) and treated with epoxomicin
(EPX) or DMSO control (−) for four hours. DAPT-treated APP sample was loaded to identify CTF
and AICD bands. Dashed line indicates removal of western blot lanes; depicted lanes derive
from same western blot and same exposure times are displayed. B: Quantiﬁcation of AICD
levels from A. AICD levels from epoxomicin-treated samples were normalized to AICD levels the
from the respective DMSO-control–treated samples. Mean ± SEM of n = 3 are shown (∗p < 0.05,
t-test).
NATA) displayed accumulation after inhibition of the proteasome. Our results
do not permit to exclude stabilization of AICD by binding to other regions.
However, considering that most identified binding takes place at the YENPTY
domain, a stabilization of AICD by a binding protein that undergoes proteaso-
mal degradation is unlikely. In turn these results suggest that AICD itself is
subject to proteasomal degradation.
4.2.6 AICD levels in AD-causing APP mutations
To evaluate a potential role of AICD species in AD, we assessed proteasomal
degradation in selected FAD mutants. The T639I (Austrian), V639F (Indiana),
and K694N (Belgian) mutations were selected due to their proximity to the
-site. The T639I (Austrian) and V639F (Indiana) mutations were previously
also reported to shift processing towards the 48-site, thus increasing the
AICD51-to-AICD50 ratio (Chávez-Gutiérrez et al., 2012). APP-expressing
plasmids harboring the mutations were cloned, expressed in HEK cells, and
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treated with proteasomal inhibitor. DAPT-treated APP sample was loaded
to identify AICD bands. Western blot analysis of protein samples revealed
strongly decreased steady-state levels of AICD derived from all three mutations
under control conditions (figure 4.10A, compare lane three, five, and seven
to lane one). This reduction could be due to partial loss-of-function of γ-
secretase processing of mutant APP. These different efficiencies of γ-secretase
processing should display same fold-changes of AICD levels by inhibition
of degradation. Wildtype and FAD mutant–derived AICD levels increased
strongly after inhibition of the proteasome. All three FAD mutants displayed
increased fold-change of AICD upon inhibition of the proteasome, which can
not be explained by decreased γ-secretase cleavage (figure 4.10B). Our data
thus point towards an increased proteasomal degradation of AICD from FAD
APP mutants, possibly because of a shift of AICD production towards AICD51




We have investigated proteasomal degradation of different AICD species. Our
data clearly demonstrates that AICD species are degraded by the proteasome
and, importantly, that AICD51 displays a faster proteasomal degradation
than AICD50. Analysis of the mechanism of degradation points towards
an ubiquitination-independent proteasomal degradation of AICD species.
Although the different proteasomal turnover of AICD species is reminiscent
of N-end rule proteasomal degradation, we could not identify a role of this
pathway in AICD species degradation. We further show that AICD levels
derived from FAD APP mutations are consistently decreased, possibly due to
increased production of unstable AICD species.
4.3.1 Mechanism of different proteasomal degradation of AICD
species
Expression of AICD species using Ub-fusion constructs in HEK cells revealed
significantly lower levels of AICD51 than AICD50. Inhibition of the proteasome
restored AICD51 levels to those of AICD50, clearly indicating that different
levels of AICD species are due to different proteasomal degradation. Since
AICD50 carries a stabilizing and AICD51 destabilizing residues—while the
remaining properties of the proteins are identical—we hypothesized that AICD
species undergo N-end rule proteasomal degradation, a specific ubiquitination-
dependent branch of proteasomal degradation.
However, our analysis from independent experimental lines argue against an
involvement of ubiquitination in the degradation of AICD species. Firstly, we
could not detect any ubiquitinated forms of AICD in immunoprecipitation of
APP-derived AICD50 and Ub-fusion construct-expressed AICD51. However,
enrichment of ubiquitinated forms by inhibition of the proteasome might be
counteracted by deubiquitinating activity of DUBs—for which, unfortunately,
no broad band inhibitor for cell culture is available. As Jariel-Encontre et al.
(2008) pointed out, “ubiquitylation (ubiquitination) usually concerns small
fractions of proteins and the assay used may meet with problems of sensitivity”
and, thus, absence of detection of ubiquitinated forms is not sufficient to
reject ubiquitination of a given protein. Therefore, in a second experimental
line, AICD levels were assessed after siRNA-mediated knockdown of E1 Ub-
activating enzymes. Combined depletion of both Ub-activating enzymes, UBA1
and UBA6, did not result in increased AICD levels. Given the importance
of ubiquitination in multiple cellular processes, an abundance of E1 Ub-
activating enzymes is likely and therefore residual enzyme levels could be
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sufficient to maintain protein ubiquitination. However, it should be noted that a
previous study, which used a similar experimental scheme and achieved similar
knockdown efficiencies of E1 Ub-activating enzymes, observed accumulation of
proteins that are otherwise degraded by theUPS (Lee et al., 2011). Similar to our
results from immunoprecipitation and E1 Ub-activating enzyme knockdown,
our investigations concerning a possible ubiquitination site argue against a
classical ubiquitin-dependent degradation of AICD. We conclusively show, by
lysine-to-arginine substitutions, that lysine residues are dispensable for the
proteasomal degradation ofAICD.Although, the vastmajority of ubiquitination
takes place on lysine residues, lysine-independent ubiquitination on cysteine,
serine, and threonine residues, as well as on the α-NH2 group of N-terminal
amino acids has been described (Kravtsova-Ivantsiv and Ciechanover, 2012).
Although, these reports are very rare, and non-lysine dependent ubiquitination
has only been described for a handful of proteins, we can formally not exclude
ubiquitination on non-lysine residues. Together, our results from AICD
immunoprecipitation, E1 Ub-activating enzyme knockdown, and lysine-to-
arginine substitutions failed to uncover a involvement of ubiquitination in
AICD degradation. Therefore, this combined evidence suggests that AICD
undergoes proteasomal degradation independent of ubiquitination. It is worth
mentioning that our results are not contradictory to previous studies that have
shown ubiquitination of C-terminal lysine residues of APP (Watanabe et al.,
2012; El Ayadi et al., 2012; Morel et al., 2013). These studies have only detected
ubiquitination of full-length APP and thus allow no conclusion about the
ubiquitination status of AICD. Ubiquitinated APP could possibly be degraded
or ubiquitin be removed before release of AICD by γ-secretase cleavage. Since,
we observe formation of nuclear AFT-complexes with AICD devoid of lysine
residues, our results also suggest that the transcriptional function of AICD is
no influenced by ubiquitination.
The bulk of proteins that are degraded by the proteasome undergoes prior
polyubiquitination, which serves as a recognition signal for the proteasome.
However, it must be noted that ubiquitination is not the only way to mark
proteins for proteasomal degradation. Two major ubiquitin-independent
proteasomal degradation mechanism are known, which are (i) ubiquitin-like
protein (UBL)-mediated degradation and (ii) direct substrate recognition by
the proteasome without prior PTM (Erales and Coffino, 2014).
UBLs are a family of nearly twenty proteins, which are involved in PTMs and
are characterized by a common structural element, the ubiquitin-superfold.2
2 To date known UBLs are—sorted according to van der Veen and Ploegh (2012) in decreasing




UBLs were shown to be involved in diverse cellular processes such as protein
transport, autophagy, and protein translation (for a review see van der Veen
and Ploegh, 2012), but presumably many functions remain unexplored. At least
three ubiquitin-like modifications—neddylation, fatylation, and sumoylation—
were shown to be involved in proteasomal degradation (Schulman and Harper,
2009). Interestingly, AICD can be neddylated at all five lysine residues, which
might influence bindingof adaptor proteins (Chen et al., 2012). However, among
the UBL modification, only attachment of Fat10 was shown to be independent
of ubiquitination, while attachment of Nedd8 and Sumo proteins is believed
to function as a basis for subsequent ubiquitination. Similar to ubiquitin,
absence of detection is not sufficient for denial of PTM by UBL modification,
which applies particularly to Fat10, which is rapidly removed from proteins
(Buchsbaum et al., 2012). Although, UBLs have their individual E1s (i.e.,
activating enzymes), UBA6 has dual function in activating ubiquitin and FAT10.
In light of the dependency of neddylation and sumoylation on subsequent
ubiquitination for proteasomal degradation, the combined knockdown of
UBA1 and UBA6 employed here should prevent any described ubiquitin or
ubiquitin-like modification that eventually results in proteasomal degradation.
Additionally, UBL modification, as ubiquitination, are predominantly taking
place on lysine residues. Therefore, lysine-to-arginine substitutions would
have equally uncovered a role of UBLs in AICD degradation. Our results thus
argue also against a involvement of UBL modification in AICD degradation.
The described evidence thus suggest that AICD undergoes proteasomal
degradation independent of modification of ubiquitin or UBL. An increasing
number of proteins has been discovered that undergo proteasomal degrada-
tion without PTM as recognition signal (see Ben-Nissan and Sharon, 2014 for
review and list of proteins). Additionally, multiple proteins (e.g., c-jun and
the transcriptional factor Rpn4) can undergo both ubiquitin-dependent and
ubiquitin-independent proteasomal degradation (Ju and Xie, 2004). General
mechanistic insight how proteins are degraded independent of ubiquitination
is missing. Analysis of proteins that undergo ubiquitin-independent protea-
somal degradation has revealed that they share a common feature, which are
intrinsically disordered regions (IDR; Erales and Coffino, 2014). Whether the
IDR is directly recognized by the proteasome or whether IDR folding and
binding to interaction partner mediates their proteasomal degradation is not
clear. For some proteins experimental evidence has suggested that ubiquitin-
independent proteasomal degradation is mediated by the 20S proteasome
(Ben-Nissan and Sharon, 2014). Interestingly, NMR and CD experiment have
revealed that AICD is intrinsically disordered (Ramelot et al., 2000). Although
this feature of AICD has been suggested to play a role for molecular recognition
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in intracellular signaling events, investigations of proteasome recognition are
missing.
N-end rule degradation is a specific branch of proteasomal degradation. It
is distinct from other proteasomal branches in two major points: Firstly, in
N-end rule degradation proteins are directly recognized at N-terminal residues
by specific E3 Ub-ligase enzymes, the N-recognins, which then ubiquitinate
the proteins. In contrast, in other branches of proteasomal degradation, other
parts of the protein sequence or a PTM of the protein is recognized by E3
Ub-ligase enzymes (e.g. recognition of phosphorylation by F-box proteins
of the SCF E3 Ub-ligase; Winston et al., 1999). Secondly, the identity of
the N-terminal amino acids, determines the kinetics of ubiquitination and
thus the rate of degradation (Bachmair et al., 1986).3 Accordingly, the twenty
naturally-occurring amino acids have either stabilizing or destabilizing function
(see table 4.1), presumingly because of binding specificity of the recognition
domains of the N-recognins (Varshavsky, 1992; Choi et al., 2010). Destabilizing
residues are further subdivided in type 1 and 2. Type 1 residues are basic amino
acids that are recognized by the UBR box of N-recognins. Type 2 residues in
contrast are bulky and hydrophobic amino acids and experimental evidence
suggest that these residues are recognized by the N-domain, which is present
only in the N-recognins UBR1 and UBR2 (Tasaki et al., 2005). Strikingly, we
observe a significantly faster proteasomal degradation of AICD51, harboring a
type 2 destabilizing N-terminal residue, than AICD50, harboring a stabilizing
N-terminal residue. Therefore, we have analyzed AICD species degradation in
MEFs deficient for the N-recognins UBR1 and UBR2. Tasaki et al. (2005) have
created and used these MEFs to show that N-domain-containing UBRs mediate
degradation of proteins bearing type 2 destabilizing residues. However, we
could not observe an influence of theses N-recognins on the degradation of
AICD51 that has a N-terminal type 2 destabilizing residue. Formally, we can
not exclude that other N-recognins play a role in AICD degradation. Indeed, for
UBR4 Tasaki et al. (2005) show that, although it does not contain anN-domain, it
can contribute to the degradation of proteins with type 2 destabilizing residues,
thus suggesting that also other domains than the N-domain mediate the
degradation of proteins with type 2 destabilizing residues (Dougan et al., 2012).
However, in light of our data that demonstrates that AICD is not ubiquitinated,
it is unlikely that proteasomal degradation takes place by N-recognin-mediated
N-end rule proteasomal degradation.
3 Recent studies have shown that in addition to the N-terminal residue, the identity of the
following residues can also influence binding to N-recognins and are thus important for the
N-end rule pathway (Sriram et al., 2013). Choi et al. (2010) provide also structural inside
how residues at the second position of a protein can modulate this binding specificity.
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How can the different proteasomal degradation, reminiscent of N-end rule
degradation, be explained without the involvement of ubiquitination and N-
recognins? It is unlikely that different AICD species adopt different structures,
and our experiments, using the expression from Ub-fusion constructs, should
also exclude a different localization of AICD species. A direct role of the
N-terminal amino acids is more likely and possible mechanisms include: (i)
preferential binding of destabilizing factors or the proteasome itself to AICD51
and (ii) preferential binding of stabilizing or shielding factors to AICD50.
Preferential binding of destabilizing factors to AICD51 could involve a direct
transport to the proteasome. In this respect, a role of the N-terminal region
in ubiquitin-independent proteasomal degradation was shown for multiple
proteins. Ju and Xie (2004) for example show that ubiquitin-independent degra-
dation of the transcription factor Rpn4 is dependent on its tenN-terminal amino
acids, while ubiquitin-dependent degradation depends on a more C-terminal
region of the protein. Peña et al. (2006) show that the thymidylate synthase (TS)
exclusively undergoes ubiquitin-independent proteasomal degradation and
that deletion of the N-terminal residues prevents TS degradation. Whether the
identity of the N-terminal residues influences turnover of degradation was not
investigated in these studies and also the mechanism how proteins find their
way to the proteasome without the ubiquitin-tag remains elusive. Interestingly,
in E.coli, which lack ubiquitin or ubiquitin-like modifications a N-end-rule-like
mechanism mediated by ClpS is well described. Strikingly, the short ClpS
protein is homologous to the N-domain, responsible for recognition of type 2
destabilizing residues and sequence relationship analysis between ClpS and
N-recognins suggests that they share a common origin (Lupas and Koretke,
2003). In contrast to N-recognins, ClpS mediates N-end rule degradation
without prior PTM, by directly escorting a N-terminal bound substrate to
the bacterial equivalent of the 26S proteasome (Tasaki et al., 2012). Whether
similar, direct degradation mechanism exist also in mammalian cells is not
known—at least the two N-domain-containing N-recognins, UBR1 and UBR2,
mediate proteasomal degradation via ubiquitination. A potential candidate
is the ribosomal protein L7/12, which has substantial structural similarity to
ClpS (Lupas and Koretke, 2003). However, experimental evidence whether
this structural feature of L7/12 allows recognition of proteins’ N-termini and
whether L7/12 is involved in proteasomal degradation ismissing. In light of the
remarkable structural and functional similarities between bacterial proteasome
and the mammalian 26S proteasome, it is imaginable that similar or conserved
transport mechanism to the proteasome exist (Verma and Deshaies, 2000).
Preferential binding of a stabilizing factor to AICD50 is a second possibility
to explain the observed different degradation of AICD species. In this respect
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the nanny model for proteins containing intrinsically disordered regions (IDRs)
developed by Tsvetkov et al. (2009) is highly interesting. IDRs are often
functional domains that allow binding to different binding partners with
high specificity and low affinity. Indeed, many IDR-containing proteins are
transcription factors or play a role in transcription. At the same time, the
IDR-containing proteins are designated to “degradation by default” since the
IDR allows a ubiquitination-independent degradation (Tsvetkov et al., 2009).
To overcome the paradoxical situation that the functional region of a protein
also destines the protein to degradation, and thus prevents its function, a
stabilization mechanism—the nanny—is required. The nanny protein shields
degradation of the protein after binding to the IDR. Examples for blockage of
proteasomal degradation of transcriptional factors include Hdmx binding to
N-terminal IDR of p53 and NF-κB shielding of NF-κBα (Tsvetkov et al., 2009).
The IDR of AICD, lack of ubiquitination and its role in transcription make a
AICD a candidate for nanny model. But—who’s AICD’s nanny? The only
described protein binding to theN-terminus of AICD is SET and an involvement
of this complex in apoptosis has been described (Madeira et al., 2005). However,
data of differential binding and putative stabilizing (or destabilizing) function
is not available. Another interesting candidate, for targeting AICD to the
proteasome is ubiquilin-1. Ubiquilin-1 was shown to modulate degradation
of proteasome substrates, such as p53 and also to physically interact with the
proteasome (Kleĳnen et al., 2000; Takalo et al., 2013). Further, ubiquilin-1 can
bind to AICD andmodulate its aggregation in in vitro assays (Stieren et al., 2011)
and influence APP processing (Viswanathan et al., 2013). Ubiquilin-1 could
be a missing link, by differently shielding AICD species from degradation or
transporting them differently to the proteasome.
4.3.2 Function and degradation of AICD species in Alzheimer’s
disease
Mutations in the genes encoding APP as well as the γ-secretase subunits
PSEN1 and PSEN2 result in the development of AD. However, the molecular
mechanism bywhich FADmutations cause the disease remains heavily debated.
A vast number of studies have assessed Aβ production and have revealed that
the Aβ42-to-Aβ40 ratio is increased (Wolfe, 2007). In contrast, only few studies
have investigated the effects of FAD mutations on the generation of AICD
species, although it became evident that FAD mutations affect APP processing
in different and multiple ways. The two alterations observed that directly effect
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AICD species levels are partial loss-of-function of γ-secretase processing as
well as a shift in processing at the -site.
Loss-of-function of processing at the -site and hence reduction in AICD
levels, has been found for the majority of FAD mutations investigated (for a
review see Shen and Kelleher, 2007). All studies have, probably because of
the technical difficulties to detect AICD, employed in vitro γ-secretase cleavage
assays andmost have relied on investigation of steady-state levels. To overcome
limitations of in vitro γ-secretase assays, such as different substrate and/or
enzyme concentrations, Chávez-Gutiérrez et al. (2012) have performed detailed
kinetic analysis of γ-secretase cleavage with FAD mutations in PSEN1, PSEN2,
and APP. Six PSEN1 mutations (Y115H, L166P, ∆E9, I213T, and G384A) and
one PSEN2 mutation (N141I) displayed a partial loss-of-function at the -site
as indicated by reduced AICD levels. M139V, was the only PSEN mutation
that showed no alteration. Loss-of-function (and hence reduced AICD levels),
was also observed for three APP FAD mutations (T639I (Austrian), V640T
(German), and I641T). In contrast, no change was observed for the mutations
V642F (Indiana) and V644I (London). Overall, this study reflects previous
works which show that a partial loss-of-function of γ-secretase activity at -site
and thus corresponding reduction in AICD levels is common in FADmutations
(Moehlmann et al., 2002; Hecimovic et al., 2004; Guardia-Laguarta et al., 2010;
Svedružić et al., 2012). In particular FAD mutations in the presenilins show
predominantly a partial loss-of-function of γ-secretase activity. However, it
is important to emphasize that loss-of-function of γ-secretase activity is not
observed in all FAD mutations.
The second observed route how FAD mutations affect AICD species is a shift
of γ-secretase cleavage position at the -site. Sato et al. (2003) were the first to
observe an increase in AICD51 while total AICD levels were unchanged for
two PSEN1 mutations (M233T and G384A) and the N141I PSEN2 mutation.
A shift of γ-secretase cleavage from the 49- to the 48-site was confirmed for
PSEN1 G384A mutation and further shown for the mutations Y115H, L166P,
and M139V (Chávez-Gutiérrez et al., 2012). However, shifting γ-secretase
cleavage at the -site is not a compulsive property of PSEN mutations since
it was not observed for M146L (Sato et al., 2003), ∆E9, and I213T mutations
(Chávez-Gutiérrez et al., 2012). For mutations in APP, Chávez-Gutiérrez
et al. (2012) observed a shift in all four mutations tested which are T639I
(Austrian), V640A (German), V642F (Indiana), and V642I (London). Recent
and independent studies have confirmed these results and shown shifts also
for the T639A (Iranian), I641V (Florida), and L648P (Australian) mutations
(Dimitrov et al., 2013; Olsson et al., 2014). In contrast, APP FAD mutations
more distant to the -site —A617G (Flemish) , E618G (Arctic), and D619N
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(Iowa)—did not show a shift (Dimitrov et al., 2013). Similar to the described
partial loss-of-function, shifting of cleavage at -site is no necessary property of
FAD mutations. However, it can be excluded that partial loss-of-function and
-site shifting are mutually dependent or exclusive since mutations that result
in both but also those which result only in one are described. Interestingly, all
mutations that were examined for both properties displayed at least one.
The described studies assessing AICD levels in FAD mutations have almost
exclusively relied on in vitro systems. Although these approaches are infor-
mative, in particular about the kinetics of processing, they do not reflect the
physiological situation in the cell. Differences in trafficking and localization
and in particular in degradation are not taken into account. Therefore, we have
analyzed, for the first time, AICD levels from APP FAD mutations expressed
in cells. We placed a particular focus on a possible divergent proteasomal
degradation of AICD species due to the described shift in cleavage at -site.
For the three selected APP FADmutations —T639I (Austrian), V639F (Indiana),
and K649N (Belgian)— we observed dramatic decrease in steady-state AICD
levels under control conditions. Treatment with epoxomicin levels increased
AICD levels in all cases, excluding a complete loss-of-function of γ-secretase
processing. If different efficiencies of γ-secretase processing alone were to ex-
plain the reduced AICD levels, same fold-changes of AICD levels by inhibition
of the proteasome would be expected. However, analysis of fold-changes of
AICD levels revealed consistent increases in all three FADmutations. Thus, our
results suggest that FAD APP mutants result in decreased AICD levels by two
mechanism, which are a partial loss-of-function of γ-secretase function and a
increased degradation by the proteasome. In light of the described processing
shift at the -site for the T639I (Austrian) and V639F (Indiana) mutations—the
K649N (Belgian) was not investigated so far—it is tempting to speculate that
faster proteasomal degradation of AICD51 contributes to the observed decrease
in total AICD levels. However, further analysis, in particular separate and
reliable detection of AICD species, are needed to conclusively demonstrate a
potential role of different AICD species degradation in FAD mutations.
4.3.3 Conclusion
In summary, the data presented here clearly show for the first time proteasomal
degradation of AICD species. We show further that different AICD species
undergo different proteasomal degradation and that proteasomal degradation
is independent of prior ubiquitination. As discussed, our data suggest a
ubiquitination-independent proteasomal degradation of AICD species that
is modulated by stabilizing or destabilizing factors in an N-end rule-like
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manner. We further analyze for the first time AICD levels from APP FAD
mutants from cell culture experiments and show that APP FAD mutations
result in consistent reduction of AICD levels. Our results suggest that decreased
efficiency of γ-secretase cleavage and shift in processing towards AICD species
that is degraded faster by the proteasome results in overall decreased AICD
levels. Thus our results imply that alteration in the production of Aβ42/40 is
inherently correlated with alterations in the transcriptional regulator AICD.
Interestingly, recent genetic analyses have revealed that the UPS is one of
four biological network modules with increased genetic association to AD
(International Genomics of Alzheimer’s Disease Consortium (IGAP), 2014) and
multiple studies have shown that the UPS is impaired in AD (Keller et al., 2000;
Lam et al., 2000; Riederer et al., 2011). A possible contribution of AICD to the




5 Towards an in vivoModel of AICD
Transcriptional Function
In this chapter, we present and analyze a novel mouse model of the transcrip-
tional function of AICD.
5.1 Introduction
Since the first description of the involvement of AICD in gene regulation,
the transcriptional function of AICD was repeatedly confirmed in vitro (Cao
and Sudhof, 2001; Pardossi-Piquard and Checler, 2012). Recent studies have
begun to investigate the functional role of AICD also in vivo. Using APP
knockout as well as knock-in mouse lines, multiple publications, particularly
from the laboratories of Luciano D’Adamio and Hui Zheng, have revealed
essential functions of APP. Interestingly, binding of Fe65 to the APP C-terminus
emerged as particularly important for the role of APP. Tyrosine-to-glycine
substitution of the first tyrosine within the YENPTY domain in the C-terminus
of APP (APP(Y682G)) abolished binding to Fe65 in an APP knock-in mouse line
(Barbagallo et al., 2010). Phenotypical analyses of APP(Y682G) mice revealed
an age-dependent cognitive decline and progressive reduction in dendritic
spines (Matrone et al., 2012). APP(Y682G) mice crossed to an APLP2 knockout
background even displayed postnatal lethality and defects in formation of
the neuromuscular junction similar to mice completely deficient in APP and
APLP2 (Barbagallo et al., 2011). In an independent mouse line, Weyer et al.
(2011) show that ablation of the last ninety-nine amino acids of APP on an
APLP2 knockout background resulted in cognitive dysfunction and similar
defects at the neuromuscular junction. Although, these mice—in contrast
to the APP(Y682G) mice—survived early development, additional defects in
hippocampus-dependent learning and memory as well as impaired long-term
potentiationwere observed. Together, these results demonstrate the importance
of the C-terminal domain of APP and its binding to Fe65. Formally, it can not be
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excluded that the observed phenotypes are due to other functions of Fe65 than
mediating AICD transcriptional signaling (discussed below). However, in light
of the well described function of Fe65 for nuclear signaling and transcriptional
function of AICD, a role of AICD in the described phenotypes is very likely.
The describedmouse lines with ablatedAICD signaling have greatly enriched
our understanding of the function of AICD in vivo. However, no study has so
far addressed how the transcriptional function of AICD is regulated in vivo.
Multiple studies have shown that APP processing as well as Aβ secretion
and toxicity are regulated by neuronal activity.1 Using hippocampal slice
cultures, Kamenetz et al. (2003) for example, show that increased neuronal
activity increases secreted Aβ levels. They show further, that neuronal activity
increases the levels of C83, suggesting that β-cleavage of APP by BACE1 is
activity-dependent. In primary cortical neurons, Hoey et al. (2009) observe that
activation of synaptic NMDA receptors increased α-secretase processing of
APP and decreased Aβ release. Imaging studies indicate that neuronal activity
modulates APP processing and/or Aβ deposition also in humans. Buckner
et al. (2005) used FDG-PET, to measure glucose metabolism, and PiB-PET, to
measure Aβ deposition. Interestingly, highest Aβ plaque levels are found in
brain regions with highest synaptic activity reflected by highest metabolic rate.
Together, these studies also suggest that AICD—as it is produced hand in hand
with Aβ—is regulated by neuronal activity. However, secretion and possible
functions of AICD in response to neuronal activity have been hardly addressed.
In particular the technical difficulties in detecting AICD, due to its lability
but also lack of specific antibodies, have so far not allowed to unequivocally
identify nuclear AICD and thus prevented an analysis of AICD regulation in
response to neuronal activity. A novel approach to visualize AICD activity is
therefore required.
The aim of this project is to establish and analyze an in vivomodel of AICD
transcriptional function. The UAS/Gal4 system allows to study and visualize
transcriptional function and has been successfully used for gene expression
analysis in vitro as well as in animals, such as Drosophila and mice (Halpern
et al., 2008). The system is based on the modular character of the yeast Gal4
transcription factor. The N-terminal domain of Gal4 contains the DNA binding
domain (DBD), which binds to specificDNA sequences, the upstream activating
sequence (UAS) elements. Its C-terminal domain contains an acidic domain
which activates transcription by interaction with the transcription complex,
therefore also called acivation domain (here abbreviated AcD). Binding of
complete transactivator Gal4 (i.e., DBD and AcD) to the UAS elements can thus
1 For a comprehensive review of activity-dependent processing of APP see Haass et al., 2012.
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activate expression of a reporter gene of choice present downstream of the
UAS elements. Cao and Sudhof (2001) have shown that fusion of AICD to the
Gal4-DBD regulates reporter gene expression, thus suggesting that AICD is a
transcriptional activator. We reasoned that the UAS/Gal4-system could also be
a valuable system for visualization of transcriptional function of AICD in vivo.
Therefore, we transferred the UAS/Gal4-based AICD transcription assay to an
in vivo context and describe here the generation of the APPGal4 mouse line.
The APPGal4 mouse line promises to allow visualization of the spatiotemporal
pattern of the transcriptional function of AICD in vivo.
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5.2 Results
5.2.1 Characterization of the APP-Gal4 chimeric protein
For the creation of a in vivo model for transcriptional activity of AICD, we
intended to use a chimeric APP-Gal4 construct. Cao and Sudhof (2001) have
cloned and used the APP-Gal4 construct to show that AICD is transcriptionally
active in a UAS/Gal4 assay. The construct comprises the insertion of the 147
amino acid long Gal4-DBD (Gal4 residues 1–147) at position 651 of human
APP, which is six amino acids C-terminal to the -site (see also figure 5.1A
and section 2.3). Ectodomain shedding of the APP-Gal4 construct produces
CTF-Gal4, which is then supposed to be cleaved by γ-secretase to produce
AICD-Gal4 (and Aβ). The close proximity of the Gal4-DBD to the γ-secretase
cleavage sites have raised concerns about proper cleavage of CTFs (because
of e.g., sterical hindrance). Therefore, HEK cells were transfected with APP-
Gal4, treated with the γ-secretase inhibitor DAPT, and subjected to western
blotting with an antibody recognizing the C-terminus of APP (figure 5.1B).
Full-length APP-Gal4 was detected as major band at the expected height of
approximately 100 kDa. CTF-Gal4 and AICD-Gal4 were detected in control-
treated cells at approximately 30 kDa—the theoretical molecular weight of
the primary sequence of α-CTF-Gal4 and AICD-Gal4 are 28 kDa and 24 kDa,
























Figure 5.1 The APP-Gal4 chimeric protein undergoes normal APP processing.
A: Schematic illustration of the APP-Gal4 construct. Cleavage of APP-Gal4 by either α- or
β- secretase followed by γ-secretase cleavage at the -site produces AICD-Gal4. B:Western
blot analysis of HEK cells transfected with APP-Gal4 and treated with γ-secretase inhibitor
DAPT or DMSO-control (−). An antibody recognizing the C-terminus of APP was used to detect
APP-Gal4 and its cleavage products.
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Gal4 concomitantly accumulated. These results clearly show that γ-secretase is
able to cleave APP-Gal4, resulting in the release of AICD-Gal4.
To confirm transcriptional activity of AICD-Gal4 we established a novel, cell
based UAS/Gal4 assay. A plasmid expressing citrine under the control of a
minimal promoter and nine UAS repeat elements was cloned. Figure 5.2A
shows that UAS-Cit construct is only allowing the expression of citrine in the
presence of a complete transactivator (i.e., Gal4-DBD fused to an activation
domain). To overcome limitations of transient transfection, we prepared a
HEK cell line with stable integration of the UAS-Cit element (see section 2.2 for
details of preparation of stable cell lines). The HEK(UAS-Cit) cell line displays
expression of the citrine reporter gene only upon transfection with a complete
transactivator (figure 5.2B). To test transcriptional activity of AICD-Gal4, APP-
Gal4 was transfected into the HEK(UAS-Cit) cell line and citrine reporter signal
was amplified by immunostaining (figure 5.3). However, no fluorescence signal
was observed. Binding of AICD to adaptor proteins such as members of the
Fe65 and Jip family of proteins is known to be necessary for nuclear transport
of AICD (see e.g., von Rotz et al., 2004). However, Fe65 for example is strongly
expressed in neurons, while expression in other cell types is rather low (Sabo
et al., 2003). Therefore, nuclear signaling and transcriptional activity of AICD
in HEK cells could be limited by low levels of adaptor proteins. Co-transfection




















Figure 5.2 The HEK(UAS-Cit) cell line shows reporter activity with a transactivator.
A: Fluorescence and bright-ﬁeld (BF) images of HEK cells transfected with the UAS-Cit plas-
mid and co-transfected with the complete transactivator Gal4(DBD)-Gal4(AcD) or Gal4-DBD
alone. B: Fluorescence images of HEK(UAS-Cit) cells mock transfected or transfected with or
Gal4(DBD)-Gal4(AcD). Nuclei were stained with DAPI.
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Figure 5.3 APP-Gal4 shows nuclear transcriptional activity with co-transfection of Fe65.
Confocal ﬂuorescence images of HEK(UAS-Cit) cells mock transfected (−), transfected with APP-
Gal4, or co-transfected with APP-Gal4 and Fe65. Citrine signal was enhanced by immunostaining.
Nuclei were stained with DAPI. Merge is DAPI and citrine. Scale bar represents 200µm.
of reporter activity, indicating that indeed levels of Fe65 are a rate-limiting
factor for transcriptional activity of AICD in non-neuronal cells (figure 5.3). In
summary, our results from a novel cell-based UAS/Gal4 assay confirm that
AICD-Gal4 derived from APP-Gal4 is transcriptionally active. In addition, it
is important to note, that because of the stable integration of UAS-Cit in the
HEK(UAS-Cit), we show here for the first time unequivocally that nuclear
localization of AICD is necessary for its transcriptional activity.
5.2.2 Construction and analysis of the APPGal4 mice
APP-Gal4 was cloned into a pMoPrp plasmid, previously used successfully
in our laboratory to generate the ArcAβ mice, a APP transgenic mouse line
(Knobloch et al., 2007). Transgenic mice were generated by the Institut für
Labortierkunde (University Zurich) by embryo transfer of the APP-Gal4 con-
struct and three different founder lines were provided. Whole brain lysates of
founder lines were prepared and probed for expression of the transgenewith an
antibody recognizing human but not mouse APP (figure 5.4). All three founder
lines showed expression of APP-Gal4, however, levels were considerably lower
than APP levels in ArcAβmice. Founder line #3, subsequently called APPGal4



















Figure 5.4 APPGal4 founder lines showedmoderate expression of the APP-Gal4 protein.
Western blot analysis of whole brain lysates were probed with an antibody recognizing ex-
clusively human (here i.e., transgenic) APP. Note that AICD is not recognized by this antibody.
Founder line #3 was chosen for subsequent experiments, and hereafter called APPGal4 mice.
For in vivo analysis of AICD transcriptional activity, APPGal4 mice were
cross-breed with UAS-lacZ mice, which were previously used in Govindarajan
et al. (2005) and Smith et al. (2012). UAS-lacZ mice carry the β-galactosidase-
encoding gene lacZ under the control of a minimal promoter and six UAS
elements. In absence of a complete transactivator that is able to bind to
the UAS repeats no expression of β-galactosidase takes place. Due to the
transcriptional activity of AICD, binding of AICD-Gal4 to the UAS element
repeats should induce expression of β-galactosidase. β-galactosidase in-turn
can be detected by X-Gal staining, a colorimetric staining of a synthetic product
of β-galactosidase enzyme activity. To analyze expression of β-galactosidase
by transcriptional activity of AICD, cryosections of wildtype, UAS-lacZ, and
APPGal4/UAS-lacZ double transgenic mouse brains were prepared. Sections
were fixed with PFA, methanol, or fixative solution (provided by the X-Gal
staining Invitrogen kit) and stained for β-galactosidase activity. Sections were
analyzed one hour and longer durations of incubation at 37 ◦C by regular light
microscopy. However, we could not detect any formation of insoluble, blue
precipitate which is suppose to form by β-galactosidase activity. Due to poor
quality of sections after extended incubation with X-Gal (more than forty-eight
hours incubation) no images of sections were taken.
We reasoned that detection of potentially low β-galactosidase levels in
APPGal4/UAS-lacZ mice could be enhanced by immunohistochemical stain-
ing. Free-floating brain sections were prepared from adult wildtype and
APPGal4/UAS-lacZ double transgenic mice and stained with an antibody rec-
ognizing β-galactosidase. Brain sections of embryonic BATGal transgenic mice
were obtained from Bruno Fischer and Olivier Raineteau (University Zurich)
and used as positive control for β-galactosidase antibody staining. BATGal
mice express nuclear β-galactosidase under the control of β-catenin/T-cell
factor responsive elements (Maretto et al., 2003; Al Alam et al., 2011; Azim et al.,
2014). Staining of BATGal brain sections displayed clear nuclearβ-galactosidase
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Figure 5.5 β-galactosidase is not detectable in brain sections of APPGal4/UAS-lacZ dou-
ble transgenic mice. Fluorescence images of brain sections from E14 BATGal (left panel), adult
APPGal4/UAS-lacZ double transgenic (middle panel), or adult wildtype mice (right panel) stained
with β-galactosidase primary and Cy3-coupled secondary antibody. Nuclei were stained with
DAPI. Scale bar represents 150µm.
staining, demonstrating usability of the employed β-galactosidase staining
protocol (figure 5.5). In contrast to sections of BATGal mice, we could not
observe β-galactosidase positive cells in sections from APPGal4/UAS-lacZ
double transgenic mice (figure 5.5). The weak observed signal observed in
APPGal4/UAS-lacZ sections was equally present in sections from wildtype
mice and accounts thus as background signal. Together, our results from
enzymatic and immunohistochemical staining show no detectable levels of
β-galactosidase in APPGal4/UAS-lacZ double transgenic mice. Possible reason
for the absence of reporter protein include low sensitivity of the used assays,
absence of transcriptional activity of AICD in vivo, and dysfunction of the
UAS-lacZ reporter mice.
To explore the underlying reason for absence of β-galactosidase signal in
APPGal4/UAS-lacZ mice, we envisaged analysis of primary neurons that
allow manipulations that are not possible with brain sections. To this end,
a β-galactosidase staining protocol for cultured cells was developed. HEK
cells were transfected with a plasmid encoding the lacZ gene under the control
of a CMV promoter, which allows constitutive gene expression. Cells were
fixed and stained for enzymatic activity of β-galactosidase as described in







Figure 5.6 β-galactosidase activity can be detected in cultured cells. Bright-ﬁeld (BF)
images of HEK cells transfected with constitutively-expressed lacZ or mock transfected (−) and
stained for β-galactosidase activity with X-Gal.
cells that was absent in stained but non-transfected control cells (figure 5.6).
Next, we prepared primary neurons from one-day-old wildtype, APPGal4,
UAS-lacZ, and APPGal4/UAS-lacZ mice. Plasmid transfection of primary
neurons was done at DIV 7 and cells fixed and stained for β-galactosidase at
DIV 11. Primary neurons from wildtype mice transfected with lacZ showed
clear and abundant staining of β-galactosidase, confirming the utility of the
staining protocol and efficient plasmid transfection also in primary neurons
(figure 5.7). Of note, β-galactosidase signal was almost exclusively detected in
the cell soma and no signal was observed in dendrites. Similar to the reported
observations from brain sections, primary neurons from APPGal4/UAS-lacZ
did not show a positive signal. Next, we aimed to analyze functionality of
APPGal4 and UAS-lacZ mice separately. For this purpose, the Gal4(DBD)-
VP16 plasmid, expressing the potent activation domain VP16 fused to the
Gal4-DBD, and the UAS-lacZ plasmid harboring a reporter construct similar

















Figure 5.7 UAS-lacZ primary neurons do not show β-galactosidase expression after
transfection with a strong transactivator. Representative bright-ﬁeld (BF) images of pri-
mary neurons stained for β-galactosidase with X-Gal staining at DIV 11. Primary neurons were
prepared from P1 embryos and transfected with plasmids at DIV 7. Genotypes of mice are
indicated above the bar. Plasmid used for transfection are indicated below the bar.
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Figure 5.8 Transcriptional activity of AICD-Gal4 in APPGal4 primary neurons is en-
hanced by expression of Fe65. Representative ﬂuorescence images of primary neurons
immunostained for β-galactosidase at DIV 11. Nuclei were stained with DAPI. Primary neurons
were prepared from P1 embryos and transfected with plasmids at DIV 7. Genotypes of mice are
indicated above the bar. Plasmid used for transfection are indicated below the bar.
transfected with UAS-lacZ and Gal4-VP16 plasmids showed clear positive
signal (figure 5.7). No signal in contrast was observed in primary neurons
transfected with UAS-lacZ alone , demonstrating that the UAS-lacZ plasmid
is not expressing β-galactosidase without complete transactivator. APPGal4
neurons transfected with UAS-lacZ showed any positive signal, albeit in very
few cells. In contrast, UAS-lacZ neurons did not show a positive signal when
transfected with the strong transactivator Gal4(BDB)-VP16.
As mentioned earlier, immunohistochemical staining for β-galactosidase
might display higher sensitivity than enzymatic staining for β-galactosidase
activity. Therefore, primary neurons were also analyzed by immunostaining of
β-galactosidase. Immunohistochemical staining of wildtype primary neurons
showed no signal, indicating very low off-target recognition of both primary
and secondary antibody (figure 5.8). In contrast primary neurons transfected
with lacZ showed strong and abundant fluorescence signal. Similar to staining
of enzymatic activity, primary neurons from APPGal4 mice transfected with
UAS-lacZ displayed a clear positive signal, albeit in only few cells. As shown
earlier, binding of adaptor proteins, such as Fe65, are a rate-limiting factor for
transcriptional activity of AICD in non-neuronal cells. We reasoned that levels
of adaptor proteins could also be a rate-limiting factor in primary neurons.
Co-transfection of UAS-lacZ and Fe65 in APPGal4 primary neurons clearly
increased the number of β-galactosidase positive cells compared to transfection
with UAS-lacZ alone (figure 5.8). We also transfected APPGal4/UAS-lacZ
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primary neurons with Fe65 to test whether increasing nuclear transport of
AICD-Gal4 could result in enhancement of its transcriptional activity. However,
transfection of Fe65 did also not result in detectable levels of β-galactosidase.
In summary the analysis of primary neurons from APPGal4 and UAS-lacZ
mice revealed several interesting findings. Firstly, transfection of UAS-lacZ
primary neurons with the strong transactivator Gal4(DBD)-VP16 did not result
in expression of β-galactosidase. This observation strongly suggest that the
UAS-lacZ element of UAS-lacZ mice is non-functional. Secondly, transfection
of APPGal4 primary neurons with a UAS-lacZ plasmid showed positive, albeit
little, signal. Further, we show that transcriptional activity of AICD-Gal4 in
APPGal4 primary neurons can be strongly increased by transfection of Fe65.
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5.3 Discussion
We have generated a novel transgenic mouse line, the APPGal4 line, for
analysis of the transcriptional function of AICD in vivo. APPGal4 mice were
crossed to the UAS-lacZ reporter line and brain lysates, brain sections, and
primary neurons analyzed. However, no reporter activity was observed in
APPGal4/UAS-lacZ double transgenic mice. By analysis of transgenic mice
separately, we discovered that the reporter element of UAS-lacZ mice is non-
functional, while APPGal4 mice displayed transcriptional activity as intended
by their design.
Our analysis of UAS-lacZ mice demonstrated that the reporter construct is
not functional. Primary neurons from UAS-lacZ mice were transfected with
the potent transactivator Gal4-VP16 but no reporter activity was detected.
It remains unclear why the UAS-lacZ transgene is not functional. Previous
studies have successfully used the UAS-lacZ mouse line as a reporter of Notch
transcriptional activity (Smith et al., 2012). It is unlikely that UAS-lacZ site
is placed in a loci that hinders its accessibility in the here investigated brain-
derived tissue because similar tissue was analyzed previously (Smith et al.,
2012). Aparticular difficulty in themaintenance of thesemice is that the reporter
gene is not expressed, unless crossed to an activator line. Additionally, the
number of UAS-lacZ transgene integrations and the actual sites of integration
are not known. Therefore, genotyping of mice can only be done by intra-
transgenetical PCR and length of the PCR product is the only criterion for
selection of offspring. It is possible that UAS-lacZ mice acquired mutations
in the UAS regulatory region or lacZ coding region that ablate binding of the
Gal4(BDB) or impede proper gene expression, respectively.
APPGal4 is a novel mouse line for studying the transcriptional activity of
AICD. APP-Gal4 transgene expression is approximately ten fold lower than
APP expression in the ArcAβ mouse line, which was established using the
same promoter for transgene expression (Knobloch et al., 2007). Because the
APPGal4 mouse line is based on the UAS/Gal4 activator/reporter system,
its utility is fully dependent on a functional reporter mouse line. In light of
the non-functioning of the UAS-lacZ mouse line, analysis of APPGal4 mice
was only possible in primary neurons, which can be transfected with UAS-
reporter plasmids. Generation of a novel reporter line is therefore obligatory
for further investigations using the APPGal4 mouse line. A second critical
point of the APPGal4 mouse line are the levels of adaptor proteins that
mediate nuclear translocation of AICD-Gal4. We showed that primary neurons
from APPGal4 mice transfected with UAS-lacZ plasmid displayed sporadic
positive cells, which were greatly increased in number by co-transfection of
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the AICD-binding protein Fe65. Though we have not evaluated endogenous
Fe65 levels itself, our results suggest that levels of Fe65 are rate-limiting for the
transcriptional function of AICD-Gal4 in non-neuronal cells and also primary
neurons. However, it is important to emphasize that the data presented here
does not allow to claim that AICD has no transcriptional function in these cells
at all. Sensitivity of endogenous AICD-binding regulatory elements could
be higher than the one of the UAS/Gal4 system. It has also to be kept in
mind that AICD levels from transgene expression are probably a multitude
higher than endogenous AICD levels. Therefore, levels of Fe65 and other
adaptor proteins could be largely sufficient to mediate transcriptional function
of endogenous AICD. The observation that APP(Y682G) on a APLP2 knockout
background, which have disrupted AICD–Fe65 binding, die perinatally, also
emphasizes a important role of this protein complex in mouse development.
Therefore, the important question for the utility of the APPGal4 mouse line is,
whether levels of adaptor proteins are always the rate-limiting factor for the
transcriptional function of transgene-derived AICD-Gal4. Kesavapany et al.
(2002) demonstrate that Fe65 levels in late embryonic development and at a
birth of mice are barely detectable. However, since Fe65 strongly increases
postnatally, we have good reason to believe that levels of adaptor proteins are
not generally rate-limiting for the transcriptional function of AICD-Gal4. In
summary, our results thus provide proof-of-principle of the APPGal4 mouse
line for studying the transcriptional function of AICD. Under the assumption
that a functional UAS-reporter mouse can be established, the APPGal4 mouse
line constitutes a promising tool for the investigation of transcriptional function
of AICD in vivo.
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6 Conclusions and Outlook
In the first results part of this thesis, we aimed to better understand the
mechanism and constraints of nuclear signaling of AICD. We discovered
different nuclear signaling and AFT-complex formation capability of ICDs
derived from different APP family members. In summary, our subsequent
analyses revealed sequence determinants for AFT-complex formation and
displays, for the first time, that ICDs from APP family members are subject to
proteasomal degradation. Our results suggest a function of APP and APLP2 in
transcriptional regulation, which is absent in APLP1. The uncovered sequence
determinants for nuclear signaling of AICD can be of great benefit for future
analyses of the physiological function of AICD.
APP knockout mice display a variety of phenotypes, including decreased
body and brain weight, behavioral deficits, and defects at the neuromuscular
junction, which are further aggravated by additional knockout of APLP2 (see
also Müller and Zheng, 2012). Whereas these phenotypes first of all clearly
demonstrate that APP and its proteolytic products have important physiological
functions, they secondly raise the questions which function is mediated by
which APP fragment. A prime function of AICD among APP proteolytic
fragments was highlighted by the analysis of an APP knock-in mouse line
with a single amino acid mutation in vicinity to the NPxY motif (APP(Y682G)
mice), which abolished binding of Fe65 (Barbagallo et al., 2010, 2011; Matrone
et al., 2012). APP(Y682G) mice crossed to an APLP2 knockout background
displayed severe defects in the formation of the neuromuscular junction and
perinatal lethality similar to mice completely deficient in APP and APLP2.
Binding of Fe65, in addition to its role in nuclear translocation of AICD, was
also shown to influence APP processing, which is reflected by clearly increased
levels of sAPPα in the brains of APP(Y682G) mice. The observed phenotypes
in these mice can therefore not be attributed exclusively to the lack of AICD-
mediated transcriptional activity. The discovery of sequence determinants
for nuclear signaling of AICD presented here, offers in this respect a unique
possibility to investigate the function of AICD. Exchange of the N-terminal
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amino acids of AICD VML646 with LLR, did not disrupt binding of Fe65 and,
importantly, no differences in APP processing were observed, except for a
dramatic reduction in AICD levels. We therefore propose the generation of
an APP(VML646LLR) knock-in mouse line. This mouse line—which from a
physiological perspective could represent an AICD knockdown model—could
allow to investigate unambiguously the physiological functions of AICD in
vivo. To allow investigation of redundant functions of AICD and AL2ICD, we
propose also the construction of a conditional APP(VML646LLR) mouse line to
circumvent possible (and likely) perinatal lethality of APP(VML646LLR) mice
on an APLP2 knockout background.
In the second results part of this thesis, we aimed to decipher the molecular
mechanism of AICD proteasomal degradation. In this analysis, a particular
focus was placed on the regulation of different AICD species, generated by vari-
able cleavage of γ-secretase at the -site, and a possible contribution of AICD
to AD pathology. We clearly show that AICD51 undergoes faster proteasomal
degradation than AICD50. This different regulation is reminiscent of the N-end
rule proteasomal pathway, a specific ubiquitin-dependent branch of proteaso-
mal degradation, in which the identity of the N-terminal residue of a substrate
determines its proteasomal turnover. In summary, our mechanistic analyses,
however, show that proteasomal degradation of AICD species is independent
of ubiquitination or modification by ubiquitin-like proteins, and we could also
not detect any regulation of AICD levels by N-end rule specific E3 Ub-ligase
enzymes. Therefore, we suggest that different proteasomal degradation of
AICD species is mediated by stabilizing or destabilizing factors in a N-end rule-
like manner. Identification of the proposed stabilizing or destabilizing factors
that mediate the different degradation of AICD species should, therefore, be a
main aim for future experiments. Experiments employing comparative mass
spectrometry analysis to identify binding partners of AICD species could build
on the already established and efficient immunoprecipitation of AICD species.
In the course of our investigations, we also analyzed, for the first time, AICD
levels derived from FAD APP mutants in cell culture experiments and revealed
a dramatic reduction of AICD levels. FAD mutants display two well-described,
independent phenomena of altered γ-secretase processing, which are partial
loss-of-function of γ-secretase activity and shift of γ-secretase cleavage at the
-site. It is well established that partial loss-of-function results in decreased
AICD levels. We suggest that shift of γ-secretase cleavage at the -site, by
the production of unstable AICD species, similarly results in decreased total
AICD levels. Interestingly, such a regulation would imply that production of
the principal toxic agent of AD, Aβ42, would be inherently correlated with
decreased total levels of AICD,which could in turn point towards a role of AICD
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in AD pathology. However, a clear analysis of possible different degradation
of AICD species derived from APP, and in particular APP with FAD mutations,
is clearly limited by the lack of techniques to separately detect AICD species.
Developing means to separately detect AICD species should, therefore, obtain
highest priority for future experiments. Two promising techniques that could
be employed are usage of urea-based SDS-PAGE, which has been shown to
provide higher resolution than regular SDS-PAGE, and detection of AICD by
mass spectrometry as performed by Dimitrov et al. (2013) for AICD generated
from in vitro assays. A better understanding of the regulation of AICD species
promises to contribute to our understanding of AD pathology, but will also be
essential for developing efficient and save therapeutics.
In the third results part of this thesis, we aimed to explore the regulation and
function of AICD in vivo. To this end, the APPGal4 mouse line, which harbors a
transgenic APPwith aGal4-DBDwithin theAICD sequence, was generated and
analyzed. The APPGal4 mouse line is designed to monitor the transcriptional
activity of AICD, after crossing APPGal4 mice with a UAS-reporter mouse line.
Our combined analysis from mouse brains and primary neurons revealed a
general functionality of the APPGal4 mouse line, but showed, unfortunately,
that the UAS-reporter mouse line is not functional. We also showed that the
adaptor protein Fe65 is critical for the transcriptional function of AICD in
APPGal4 mice. The importance of Fe65 was further underlined in cell-culture
basedUAS/Gal4 assays. Generation of a novel reporter mouse line is obligatory
for future analysis of transcriptional function of AICDwith the APPGal4mouse
line. A major problem of the currently available reporter mouse line is the
difficulty to monitor integrity of the transgene since it is not expressed unless
mice are crossed to activator mice. To ensure better monitoring of transgene
integrity in a novel reporter mouse line, we recommend site specific integration
of the UAS-reporter element. Usage of fluorescence proteins as reporter—in
lieu of β-galactosidase—to allow live in vivo analysis of the spatiotemporal
patterns of AICD transcriptional activity, should be considered to tap the full
potential of the APPGal4 mouse line.
The main challenge to the role of AICD as a transcriptional regulator is the
identification of reliable target genes. Regulation of transcription is the most
prominent function described for AICD and to date approximately thirty target
genes have been identified. However, AICD regulation of several of these genes
have been challenged, while other completely lack independent confirmation.
Part of these difficulties can be attributed to usage of different biological
systems and technical difficulties to manipulate AICD. However, it seems that
transcriptional activity by AICD is itself regulated or modulated by hitherto
unknown mechanism. This may comprise—but is certainly not restricted
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to—regulation by direct binding partners of AICD. Multiple experiments,
including results from this thesis, have shown the importance of binding
partners, such as Fe65, for nuclear signaling and transcriptional activity, but
the identity of these facilitators remain partly unknown and their regulation
poorly described. The work presented here will be instrumental to decipher
regulation of AICD transcriptional activity and identification of target genes
itself. On the one hand, the promises of the APPGal4 mouse line, to uncover
the spatiotemporal pattern of transcriptional activity of AICD, could allow us
determine constraints of AICD nuclear signaling. Brain regions and cellular
networks for example that show transcriptional activity could be identified.
On the other hand, identification of nuclear signaling constraints sets the
groundwork for a knock-in mouse line that has the physiological properties



















Figure A.1 Plasmid map of pUKBK-C-APP-Cit as representative plasmid for the pUKBK
plasmid series. The promoter region (here CMV promoter) of pUKBK plasmids is ﬂanked by
a SspI and SﬁI cleavage sites for exchange of promoters by restriction-based cloning. The
coding sequence (here APP-Cit) is similarly ﬂanked by SﬁI and PmeI cleavage sites. An AscI
cleavage site is present in the forty-eight bp linker between APP and citrine, which allows simple
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Figure A.2 Schematic presentation of APP family ICD sequences and APP-to-APLP1 sub-














DIC Citrine Fe65 Tip60 merge
Figure A.3 DIC and confocal ﬂuorescence images of APPwith substituted residues, part
I. HEK cells were transfected with HA-Fe65, CFP-Tip60 and the indicated citrine-tagged APP-
to-APLP1 mutants. See ﬁgure A.2 in the appendix for abbreviation of APP-to-APLP1 mutation













DIC Citrine Fe65 Tip60 merge
Figure A.4 DIC and confocal ﬂuorescence images of APPwith substituted residues, part
II. HEK cells were transfected with HA-Fe65, CFP-Tip60 and the indicated citrine-tagged APP-
to-APLP1 mutants. See ﬁgure A.2 in the appendix for abbreviation of APP-to-APLP1 mutation
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